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Sequence 286 from patent US 8716195

Sequence 5 from patent US 8409567

Sequence 11 from patent US 8911732

Sequence 44 from patent US 8877194

Seguence 107 from patent US 8999331

Sequence 29 from patent US 8236315

Sequence 95 from patent US 8314213

Sequence 91 from patent US 8314213

Sequence 60 from patent US 7867495

Seguence 1329 from patent US 8916160

Sequence 2 from patent US 8785605

Sequence 144 from patent US 8101724

Seguence 15 from patent US 6884879

Seguence 94 from patent US 6632928
Sequence 202 from patent US 8241628

Seguence 8 from patent US 6884879

Sequence 35 from patent US 8877194

Segquence 1 from patent US 7667004

Seguence 58 from patent US 7867495

Sequence 105 from patent US 6884879

Segquence 25 from patent US 8658169

Seguence 549 from patent US 7605237

Sequence 92 from patent US 8314213

Sequence 17 from patent US 5821337

Seguence 13 from patent US 6884879

Seguence 96 from patent US 9085622
Sequence 22 from patent US 8673308

Seguence 103 from patent US 6884879
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AJL40B44 1

AGMS0594.1
AJNTBBET .1
AJNATTED 1
AKXT5630.1
AFQT4154.1
AGA3ETTE 1
ABA36774.1
AEC23586.1
AJNB2650 1
AJM42179.1
AFAB3440.1
AAYEOSE4.1
AARBT112.1
AFQT7305.1
AAYBOSTT A
AJNATTET 1
ADF17595.1
AEC23584.1
AAYEIG36.1
AHLG4574 .1
ADA142341
AGA3BTT5 1
AAE23186.1
AAYEI8E2.1
AMFBE7T5 1
AJKO4978.1
AAYEI934.1

AAYTRA1A 1




Sequences producing significant alignments:
Select: All None Selected0

1 Alignments o
Description s’\:::e :—::;1 S‘::g v;ue Ident Accession
) immunoglobulin light chain variable region [Homo sapiens 191 191 100% 3e60 B87% AAF35179.1
O imm 1 VL region=humanized bispecific antibody [numan, Peptide Recombinant, 107 aa] 191 191 100% 4e60 B89% AAB241321
) Chain L. Vascular Endothelial Growth Factor In Complex With A Neutralizing Antibady 194 194 100% 1e59 88% 1BJ1 L
O imm 1 kappa light chain variable domain kI ©018/08 [synthetic construct] 189 189 100% 2e59 88% ABR372931
[ Chain A, Structure Of The Germline V1 01808 LIGHT CHAIN VARIABLE Domain Homodimer 189 189 100% 259 88% 2020 A
[ Chain L. Crystal Structure Of Ustekinumab Fab 193 193 100% 2e59 89% 3HMW L
[ immunoglobulin light chain [Macaca mulatta 190 190 100% 2e-59 86% AAB094541
[ anti-HAV capsid immunoalobulin G light chain variable region [Homo sapiens 189 189 100% 2e-59 89% AAOBGI001
[ Chain A, Solution Structure Of The Ki 01808 Y87H IMMUNOGLOBULIN LIGH Variable Domain 189 189 100% 3e59 87% 2KOM A
[ Chain L. Vascular Endothelial Growth Factor In Complex With An Affinity Matured Antibody 192 192 100% 3e59 87% 1C78 L
(L) anti-PLAP single-chain variable fragment anfibody [synthetic construct] 191 191 100% 4e59 89% ACMI05121
[ immunodglobulin light chain variable region [Homo sapiens! 189 189 100% 4e59 89% AIT523931
() immunoqlobulin kappa light chain VLJ region [Homo sapiens 189 189 100% d4e59 B89% BAC01557.1
() immunoqlobulin kappa light chain VLJ region [Homo sapiens 189 189 100% d4e59 88% BAC01580.1
O imm 1 kappa light chain [Homo sapiens] 189 189 100% d4e59 B89% BAH04867.1
O imm 1 kappa light chain [Homo sapiens] 189 189 100% d4e59 B87% BAH047041
() Chain A Ki 018 87H IMMUNOGL OBULIN LIGHT CHAIN VARIABLE DOMAIN 189 189 100% d4e59 87% 3CDF A
) immunoglobulin mu light chain variable region [Homao sapiens: 189 189 100% 5e59 B89% AAT8G6034.1
O imm 1 light chain variable region EM1-PPS-4-K1-5 [Homo sapiens] 189 189 100% 6e59 B88% ABCG6362.1
() immunoglobulin G heavy chain variable region [Homo sapiens: 188 188 100% 6e59 B6% AIT38746.1
) immunoalobulin lgM light chain variable region [Homo sapiens 188 188 100% 7e-59 89% AADO037211
[ immunoglobulin kappa liaht chain [Homo sapiens! 188 188 100% 8e59 88% BAH047501
[ Chain L. X-rav Structures Of Fragments From Binding And Nonbinding Versions Of A Humanized Anti-cd18 Anfibody: Structural Indications OfTh 191 191 100% 8e-59 89% 2FGW L
() immunoglobulin kappa chain variable region [Homo sapiens 187 187 100% 9e-59 86% CAJ134771
[ anti-HAV capsid immunoalobulin G light chain variable region [Homo sapiens 187 187 100% 1e58 87% AAOBGI011
() immunalobulin light chain variable region [Macaca mulatta 187 187 100% 1e-58 85% AKP064891
[ Chain L. X-rav Structures Of Fragments From Binding And Nonbinding Versions Of A Humanized Anti-cd18 Antibody: Structural Indications 0fTh 187~ 187  100% 1e-58 88% 1FGV L
() monoclonal laM antibody light chain [Homo sapiens] 192 192 100% 1e-58 88% AAS0D17711
["]_immunnalabulin linht chain variable reaion [Homa saniens] 188 188 100% 1e-58 B&8% CAJ57364.1
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Max | Total  Query

pesctiption SCore | score | cover
immunoglobulin A heavy chain variable region [Homo sapiens 201201 100%
immunoglobulin heavy chain variable region [Homo sapiens 199 199 100%
immunoglobulin A heavy chain variable region [Homo sapiens 199 199 100%
immunoglobulin heavy chain variable region [Homo sapiens 198 198 100%
immunoglobulin heavy chain variable region [Homo sapiens 198 198 100%
immunoglobulin heavy chain variable region [Homo sapiens 198 198 100%
immunoglobulin heavy chain variable region [Homo sapiens 197 197 100%
immunoglobulin heavy chain variable region [Homo sapiens 197 197 100%
immur 1 heavy chain variable region [Homo sapiens] 197 197 100%
humanised mouse immunoglobulin [synthetic construct; 197 197 99%
laM heavy chain variable region {VH-D-JH region} [rats, LEW, HAR-1 hybridoma cells, Peplide Partial. 121 aa] 196 196 100%
immunoglobulin G heavy chain variable region [Homo sapiens 196 196 100%
immunoglobulin heavy chain variable region [Homo sapiens 196 196 100%
immunoglobulin A heavy chain variable region [Homo sapiens 196 196 100%
immunoglobulin heavy chain variable region [Homo sapiens 196 196 100%
immunoglobulin heavy chain variable region [Homo sapiens 196 196 100%
humanized anti-DREG-55 immunoglobulin heavy chain variable region [synthetic construct 196 196 100%
immunoglobulin heavy chain variable region [Homo sapiens 196 196 100%
immunoglobulin G heavy chain variable region [Homo sapiens; 196 196 100%
immunoglobulin rearranged heavy chain [Homo sapiens 195 195 100%
immunoglobulin heavy chain variable region [Homo sapiens 195 195 100%
immur 1 variable region [Homo sapiens] 196 196 100%
immunoglobulin A heavy chain variable region [Homo sapiens 195 195 100%
immunoglobulin heavy chain variable region [Homo sapiens 195 195 100%
immunoglobulin G heavy chain variable region [Homo sapiens 194 194 100%
immunoglobulin heavy chain VHDJ region [Homo sapiens 194 184 100%
immunoglobulin G heavy chain variable region [Homo sapiens 194 194 100%
immunoglobulin heavy chain variable region [Homo sapiens 194 194 100%

immunoglobulin heavy chain variable region [Homo sapiens 194 194 96%

Ident  Accession

value

1e-63 81% AGP01464.1

9e-63 79% AAC18203.1

1e-62 82% AGP01449.1

2e-62 T79% ADW08224.1

3e62 79% AAR83306.1

3e-62 B0% ACS96248.1

4e-62 82% ACS95970.1

4e-62 79% ACS96121.1

6e-62 B0% AKU38587.1

6e-62 82% CDN71444.1

le-61 79% AAB35892.1

1e-61 80% AEX295241

le-61 79% CAE454351

1e-61 80% AGP01255.1

2e-61 79% CAIG40181

2e-61 79% ABB69939.1

2e-61 83% AAF21960.1

2e-61 79% AAL13258.1

2e-61 76% AEX28511.1

3e61 79% AABG1655.1

3e-61 B82% CAE45478.1

3e61 B1% ADXE5554.1

3e-61 79% AGP01811.1

4e-61 79% ACS95962.1

5e-61 83% AEX29523.1

5e-61 79% BAC020711

5e-61 78% AEX29656.1

6e-61 82% ACS95737.1

6e-61 80% AAX19317.1




Sequences producing significant alignments:
Select: All None Selected 0

i1 Alignments )

Description Q::re ::g?:! S;:g val\zue Ident Accession
) Sequence 20 from patent US 7612178 202 202 100% GeB6 82% ADA335561
) Sequence 622 from patent US 8101724 202 202 100% BeB6 B82% AFAS3650.1
) Sequence 2026 from patent US 8114968 201 201 100% 3eB5 B81% AFC144681
) Sequence 1214 from patent US 7329737 201 201 100% 3eB5 81% ACCD27151
) Sequence 810 from patent US 8816055 200 200 100% 7YeB5 81% AJMG20431
)" unnamed protein product [synthefic construct 200 200 100% BeB5 81% CAK49G961
) Sequence 38 from patent US 7504104 199 199 100% B8eB5 80% ACP823241
) Sequence 1 from patent US 7943742 199 199 100% 1eB4 B0% AEF79265.1
) Sequence 262 from patent US 7285269 199 199 100% ZeB4 80% ABXO04431
) Sequence 9 from patent US 83949 198 198 100% ZeB4 81% AGMIO1361
) Sequence 821 from patent US 8013125 198 198 100% ZeB4 80% AEP749871
) Sequence 322 from patent US 7485297 198 198 100% ZeB4 80% ACND4B851
) Sequence 40 from patent US 7504104 198 198 100% 3eB4 80% ACP823261
] Sequence 143 from patent US 8679496 198 198 100% 3eB4 80% AJLOOIG01
[l Sequence 47 from patent US 8865870 197 197 100% 4deB4 78% AJN412861
[l Sequence 40 from patent US 8865870 197 197 100% 4deB4 79% AJN412791
) Sequence 795 from patent US 8013125 197 197 100% 4deB4 80% AEP749611
) Sequence 490 from patent US 7485297 197 197 100% 4deB4 81% ACND49691
) Sequence 823 from patent US 8013125 197 197 100% beB4 79% AEP7498091
) Sequence 26 from patent US 7563443 197 197 100% b5eB4 81% ACW223671
[l Sequence 82 from patent US 8129503 197 197 100% b5eB4 79% AFD495421
) Sequence 39 from patent US 7504104 197 197 100% beB4 79% ACP823251
[l Sequence 68 from patent US 8129503 197 197 100% GeB4 79% AFD495281
) Sequence 145 from patent US 7943742 197 197 100% 7eB4 V9% AEF793391
[l Sequence 12 from patent US 8865870 197 197 100% 7eB4 78% AJN412511
[l Sequence 48 from patent US 8865870 197 197 100% 7eB4 78% AJN412871
) Sequence 10 from patent US 8394928 197 197 100% B8eB4 79% AGMOIOD13TA
) Sequence 1101 from patent US 8013125 197 197 100% BeB4 79% AEPT752671
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Cadenas Ligeras

>SEQ_ID_NO_168
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYDISSYTFGQGTKLEIK

>SEQ_ID_NO_178
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_188
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYDISSYTFGQGTKLEIK

>SEQ_ID_NO_198
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_208
DIQMTQSPSSLSASVGDRVTISCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYDISSYTFGQGTKLEIK

>SEQ_ID_NO_218
DIQMTQSPSSLSASVGDRVTISCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_228
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE

DFATYYC FGQGTKLEIK
>SEQ_ID_NO_628
AIQMTQSPSSLSASVGDTVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDYTLTISSLQPE

DEATYYCQQSYKYPLTFGGGTKVEIK

>SEQ_ID_NO_638

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDFTLTISSMQPE
DEATYYCQQSYKYPLTFGGGTKVEIK

>SEQ_ID_NO_648

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTHYTLTISSLQPE
DEATYYCQQSYKYPLTFGGGTKVEIK

>SEQ_ID_NO_658

AIQMTQSPSSLSASVGDTVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDYTLTISSLQPE
DEATYYCAGPHKYPLTFGGGTKVEIK

>SEQ_ID_NO_668

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTHYTLTISSLQPE
DEATYYCAGPHKYPLTFGGGTKVEIK

>SEQ_ID_NO_698

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTEFTLTISSLQPE
DEATYYCQQSRNYQQTFGGGTKVEIK

>SEQ_ID_NO_708

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTEFTLTISSLQPE
DEATYYCAGPHKYPLTFGGGTKVEIK

>SEQ_ID_NO_718

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDFTLTISSMQPE
DEATYYCAGPHKYPLTFGGGTKVEIK

>SEQ_ID_NO_728



AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDFTLTISSMQPE
DEATYYCQQSRNYQQTFGGGTKVEIK

>SEQ_ID_NO_738
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_748
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVYPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_758
DIQMTQSPSSLSASVGDRVTISCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_768
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_778
DIQMTQSPSSLSASVGDRVTISCRASQGISNHLNWFQQKPGRAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYFDRPYTFGGGTKVEIK

>SEQ_ID_NO_788
DIQMTQSPSSLSASVGDRVTISCRASQGISNHLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYFDRPYTFGGGTKVEIK

>SEQ_ID_NO_798
DIQMTQSPSSLSASVGDRVTITCRASQGISNHLNWFQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYFDRPYTFGGGTKVEIK

>SEQ_ID_NO_808
DIQMTQSPSSLSASVGERVTITCRASQGISNHLNWYQQKPGKAPKSLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYFDRPYTFGGGTKVEIK

>SEQ_ID_NO_818
DIQMTQSPSSLSASVGDRVTISCRASQGISNHLNWFQQKPGRAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYSNLPYTFGGGTKVEIK

>SEQ_ID_NO_828
DIQMTQSPSSLSASVGDRVTISCRASQGISNHLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYSNLPYTFGGGTKVEIK

>SEQ_ID_NO_838
DIQMTQSPSSLSASVGERVTITCRASQGISNHLNWYQQKPGKAPKSLIYYTSNLQSGYPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYSNLPYTFGGGTKVEIK

>SEQ_ID_NO_968
DIQMTQSPSSMSASVGDRVTITCRASQGISNNLNWYQQKPGKAPKSLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQFTSLPYTFGQGTKLEIK

>SEQ_ID_NO_978
DIQMTQSPSSLSASVGDRVTITCRANQGISNNLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQFTSLPYTFGQGTKLEIK

>SEQ_ID_NO_988
DIQMTQSPSSMSASVGDRVTITCRASQGISNNLNWYQQKPGKAPKSLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQFTSLPYTFGQGTKLEIK

>SEQ_ID_NO_998
DIQMTQSPSSMSASVGDRVTITCRASQGISNNLNWYQQKPGKAPKSLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQFAHLPYTFGQGTKLEIK



Percent Identity Matrix - created by Clustal2.l

W02013672406_718 160.00 98.13 ©7.20 97.28 91.53 93.46 93.46 93.45 96.26 89.37 79.44 78.50 80.37 7B.
: W02013¢72406 708 98.13 100,09 98.13 97,20 93.46 9159 94,39 93,46 94,30 §9.37 79.44 78.50 89.37
: 02013672405 668 97.2¢ 98.13 190.80 93.13 O01.59 96.65 96.26 ©4.30 03.45 79.44 80.37 77.57 79.84 77,

1 8
2 8
3 7 79.44 §8.37 78.50 75.58 78.50 78.5¢ 78.50 JE.50 79.43 79.48 79.44 79.44 78.50
4: 02013072405 658 97.28 97.20 95.13 100.89 90.65 90.65 94.39 96.26 93.46 79.44 80.37 77.57 79.44 77.

H 70

& 9

7 g

8

79.44 §8.37 78.50 78.5 78.50 78.5¢ 78.50 78.50 79.44 79.44 79.44 79.44 78.50
91,59 93.46 91.59 99.65 100.00 98,13 94.39 93,46 94,39 82,24 .44 §1.31 80.37 78,50 78.5¢ 78,50 78.5¢ 78.50 78.50 77.57 77.57 77.57 77.57 76.64
93.45 0L.50 ©0p.65 ©99.65 08.13 100.00 03.46 ©03.45 O96.28 82.24 79.42 81.31 §8.37 7E.50 78.50 78.50 78.5¢ 78.50 7JE.50 77.57 77.57 7J7.57 77.57 76.64
93.45 94.33 96.26 94.33 94.33 93.46 100.80 95.13 97.28 81.31 73.48

28 93.46 93.46 94.39 96,26 93.46 93.46 98.13 190,00 97.20 513l

38 ©06.26 04.30 ©93.05 03,48 04,30 96.26 97.20 97.20 100.69 52.24 7 8.24 80.37 82.2¢ 8L.31 79.44 79.48 79.44 79.42 78.50 7J8.50 77.57 77.57 77.57 77.57 76.84

56 86.37 79.44 77.57 77.57 77.57 77.57 73.44 79.44 78.56 78.50 78.50 78.50 77.57 77
78.50 80.37 79.44 77.57 77.57 77.57 77.57 79.44 79.44 78,50 78.58 78.50 78.50 77.57 77.
57
57

79. 81.31 §2.24 80.37 80.37 80.37 80.37 77.57 77.57 78.50 78.58 78.50 78.50 77.57 77
81,31 79.44 813l §2.24 80.37 80.37 8,37 89.37 77.57 77.57 78.50 78.50 78.50 78.50 77.57 77

77.57 77.57 77.57 76.64
77,57 77.57 77.57 76.64
78.50 78.56 78.50  77.57
78.50 78.58 78.50 77.57
76,68 79.44 79.44 7.5
76.64  79.44 79.44  78.50
77.57 88.37 80.37 79.44
77.57 80.37 80.37 79.44
76.64  79.44 79.44  78.50
86.22 98.65 90.65 83.72

95.33 100.9¢ 100.00 99.07
05.33 108.0¢ 100.00 99.87
96.26 99.97 99.07 190.00

10 89.37 80.37 79.44 79.44 82.24 82.24 B1.31 81.31 82.24 100.00 57.20 92.52 9439 93.46 90.65 ©91.59 O91.5% 21.53 58.79 B85.79 ©87.85 87.85 57.35 87.85 86.92
1 79.44 79,44 80.37 89.37 6131 BL3l 82.24 82.24 B8L31 96.26 93,46 94,39 94,39 97.20 92,52 91.59 91,50 91,59 §8.79 88,79 89,72 89.72 §9.72 89.72 99,65
12 78.5 78.50 77.57 77.57 80.37 80.37 79.44 79.23 89.37 05.33 92,82 ©7.28 95.33 04.39 9.72 B83.79 88.79 £8.79 §7.85 87.85 B86.92 85.02 £§6.90 86.02 B§7.85 &7
13 89.37 80.37 79.44 79.44 8131 BL.31 81.31 8131 82.24 97.20 00.00 95.33 97.20 96.26 89.72 90.65 90.65 90.65 58.79 B88.79 ©87.85 87.85 57.85 87.85 86.92
14: 78.5¢ 78.50 77.57 77.57 79.44 79,43 79.44 79,44 80.37 92,52 95,33 10¢.0¢ 95,13 97.2¢ 86,79 87.85 ©87.85 §7.85 §7.85 87.85 86,92 86,92 ©86.92 86.92 §7.85 &7
15 89.37 £0.37 79.44 79.23 8131 81.31 61.31 81.31 82.24 02.39 97.20 ©98.13 189.0 ©7.20 ©90.65 B89.72 89.72 £9.72 89.72 89.72 B88.79 85.79 §8.79 88.79 87.85 &
15 79.44  79.44 80.37 80.37 80.37 80.37 6§2.24 82.24 B81.31 93.45 96.26 ©97.28 97.20 108.80 91.59 90.65 90.65 90.65 488.79 B85.79 89.72 89.72 5§9.72 89.72 90.65
17 77.57 77.57 78.50 78,58 78.50 78.50 §0.37 80.37 79.44 00.65 89,72 88.79 99.65 91.59 100.90 95.33 97,20 97.2¢ 9L.59 9L.59 92,52 92,52 92.52 92,5 91.5¢
18 77.57 77.57 78.80 7J.58 78.56 78.50 0.3 80.37 79.4% 01.50 90.65 87.85 89.72 08.65 ©95.33 108.00 98.13 ©08.13 89.72 89.72 90.65 00.65 0B.65 90.55 89.72
19 77.57 77.57 78.50 78.58 78.50 78.50 80.37 80.37 79.44 91.53 90.65 B87.85 83.72 98.65 97.20 93.13 180.60 100.98 90.65 90.65 O91.55 91.59 91.59 91.59 90.65
20 77.57 77.57 78.50 78.58 78.50 78.50 §0.37 80.37 79.44 91.59 99.65 B87.85 89,72 90.65 97.20 93,13 109,00 100.9¢ 9@.65 90.65 91,58 91,59 91.59 9159 99.65
21 70.44 79.44 78.50 7J.58 78.56 78.58 77.57 77.57 75.58 88.79 88.79 87.85 89.72 $8.79 91.50 B89.72 90.65 00.65 100.00 100.00 99.87 00.07 09.07 99.07 93.13
22 79.44 79.44 78.50 78.58 78.50 78.50 77.57 77.57 78.58 88.79 86.79 87.85 85.72 88.79 91.59 B89.72 90.65 90.65 100.00 100.00 99.07 99.67 99.07 99.87 93.13
23 78.5¢ 78.50 79.44 79,44 77,57 77.57 78.50 78,50 77.57 §7.85 7.85 86,92 88,79 §9.72 92,52 99.65 91,59 91,58 99.07 99,07 109,00 10090 100.00 100.09 99.67
24: 78.5 78.50 79.44 79.23 77.57 77.57 78.50 7.5 77.57 87.35 7.85 86.92 88.79 £9.72 92.52 O9.65 91.50 01.53 ©09.07 99.07 100.80 160.08 108.00 100.08 99.87
25 78.50 78.50 79.44 79.44 77.57 77.57 78.50 78.50 77.57 §7.85 87.85 86.92 85.79 89.72 92.52 90.65 O91.59 91.53 99.¢7 99.07 100.00 160.00 100.00 100.00 99.67
2 78.5¢ 78.50 79.44 79,44 77,57 77.57 78.50 78.50 77.57 §7.85 §7.85 86.92 88,79 §9.72 92,52 99.65 91,50 91,59 99.¢7 99,07 190,00 10090 100.00 100.09 99.67
27 77.57 77.57 78.80 7J.58 76.64 75.64 77.57 77.57 7J6.64 85.92 86.02 B87.85 87.85 00.65 91.50 B89.72 906.65 0p.65 08.13 98.13 99.87 90.07 09.07 99.07 100.80
28 77.57 77.57 78.50 78.58 76.64 76.64 77.57 77.57 76.64 86.92 86.92 B87.85 ©87.85 90.65 91.59 B89.72 90.65 90.65 98.13 95.13 99.87 99.67 99.97 99.07 100.80
2 ] 77.57 77.57 78.50 78.58 79.44 79.44 §0.37 80.37 79.44 90.65 99.65 89.72 91,50 92.52 93.46 92,52 92,52 92,52 95.33 95.33 96,26 ©6.26 96.26 96.26 95.33
30: W02013872406_188 77.57 77.57 78.50 78.50 79.48 79.44 £0.37 80.37 79.48 90.65 90.65 89.72 91.50 ©92.5) ©93.46 ©02.52 92,52 02,52 ©5.33 95.33 0628 05.26 06.26 96.26 05.33
31: W02013872406_268 76.64 76.64 77.57 77.57 78.58 78.50 79.44 79.44 78.58 89.72 89.72 90.65 95.65 93.46 92,52 91.59 91.5% 21.53 4.35 94.39 9533 95.33 95.33 95.33 96.26

Cadenas pesadas

>SEQ_ID_NO_168
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYDISSYTFGQGTKLEIK

>SEQ_ID_NO_178
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_188
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYDISSYTFGQGTKLEIK

>SEQ_ID_NO_198
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_208
DIQMTQSPSSLSASVGDRVTISCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYDISSYTFGQGTKLEIK

>SEQ_ID_NO_218
DIQMTQSPSSLSASVGDRVTISCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_228
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_628

AIQMTQSPSSLSASVGDTVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDYTLTISSLQPE
DEATYYCQQSYKYPLTFGGGTKVEIK

>SEQ_ID_NO_638

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDFTLTISSMQPE
DEATYYCQQSYKYPLTFGGGTKVEIK

>SEQ_ID_NO_648

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTHYTLTISSLQPE
DEATYYCQQSYKYPLTFGGGTKVEIK

>SEQ_ID_NO_658

AIQMTQSPSSLSASVGDTVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDYTLTISSLQPE
DEATYYCAGPHKYPLTFGGGTKVEIK

>SEQ_ID_NO_668

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTHYTLTISSLQPE
DEATYYCAGPHKYPLTFGGGTKVEIK

>SEQ_ID_NO_678

AIQMTQSPSSLSASVGDTVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDYTLTISSLQPE
DEATYYCQQSRNYQQTFGGGTKVEIK

>SEQ_ID_NO_688

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTHYTLTISSLQPE
DEATYYCQQSRNYQQTFGGGTKVEIK

>SEQ_ID_NO_698



AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTEFTLTISSLQPE
DEATYYCQQSRNYQQTFGGGTKVEIK

>SEQ_ID_NO_708

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTEFTLTISSLQPE
DEATYYCAGPHKYPLTFGGGTKVEIK

>SEQ_ID_NO_718

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDFTLTISSMQPE
DEATYYCAGPHKYPLTFGGGTKVEIK

>SEQ_ID_NO_728

AIQMTQSPSSLSASVGDRVTITCRASEDIYNGLAWYQQKPGKAPKLLIY GVPSRFSGSGSGTDFTLTISSMQPE
DEATYYCQQSRNYQQTFGGGTKVEIK

>SEQ_ID_NO_738
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_748
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_758
DIQMTQSPSSLSASVGDRVTISCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_768
DIQMTQSPSSLSASVGDRVTITCRASQGISNYLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYC FGQGTKLEIK

>SEQ_ID_NO_778
DIQMTQSPSSLSASVGDRVTISCRASQGISNHLNWFQQKPGRAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYFDRPYTFGGGTKVEIK

>SEQ_ID_NO_788
DIQMTQSPSSLSASVGDRVTISCRASQGISNHLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYFDRPYTFGGGTKVEIK

>SEQ_ID_NO_798
DIQMTQSPSSLSASVGDRVTITCRASQGISNHLNWFQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYFDRPYTFGGGTKVEIK

>SEQ_ID_NO_808
DIQMTQSPSSLSASVGERVTITCRASQGISNHLNWYQQKPGKAPKSLIYYTSNLQSGYPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYFDRPYTFGGGTKVEIK

>SEQ_ID_NO_818
DIQMTQSPSSLSASYGDRVTISCRASQGISNHLNWFQQKPGRAPKPLIYYTSNLQSGVPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYSNLPYTFGGGTKVEIK

>SEQ_ID_NO_828
DIQMTQSPSSLSASVGDRVTISCRASQGISNHLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQYSNLPYTFGGGTKVEIK

>SEQ_ID_NO_838
DIQMTQSPSSLSASVGERVTITCRASQGISNHLNWYQQKPGKAPKSLIYYTSNLQSGYPSRFSGSGSGTDFTLTISSLQPE
DFATYYCQQYSNLPYTFGGGTKVEIK

>SEQ_ID_NO_968
DIQMTQSPSSMSASVGDRVTITCRASQGISNNLNWYQQKPGKAPKSLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQFTSLPYTFGQGTKLEIK

>SEQ_ID_NO_978
DIQMTQSPSSLSASVGDRVTITCRANQGISNNLNWYQQKPGKAPKPLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQFTSLPYTFGQGTKLEIK

>SEQ_ID_NO_988
DIQMTQSPSSMSASVGDRVTITCRASQGISNNLNWYQQKPGKAPKSLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQFTSLPYTFGQGTKLEIK

>SEQ_ID_NO_998
DIQMTQSPSSMSASVGDRVTITCRASQGISNNLNWYQQKPGKAPKSLIYYTSNLQSGVPSRFSGSGSGTDYTLTISSLQPE
DFATYYCQQFAHLPYTFGQGTKLEIK



B Percent Tdentity Matrix - created by Clustall.l
3
3

: W02013672406_718 100.00 98.13 97.20 97.20
: 102013072406_708  28.13 100.60 93.13 97.20
102013072406_668  97.20 ©98.13 100.00 95.13
02013072406_658 97.20 97.20 98.13 100.60
: 102013072405_728  23.45 9159 90.55  90.65
02013072405 698 91.59 ©93.35 0159 90.85
02013072406_688 98.65 91.59 93.46 91.59
02013072406 678 98.65 90.65 91.59 93.25
02013072406_648  93.46 9330 06.26 94.30
W02013072406_628 93.46 93.45 94.39  96.26
02013072406_638 96,26 94,39 93.46 93.46
02013072406 838  80.37 80.37 79.44 70.44
02013072406 828 79.44 79.44 5§0.37 80.37
#02013072406_818  78.50 78,50 77.57 77.57
: 102013072405_898 80.37 80.37 79.4% 79.234
02013072406_778  78.50 78.50 77.57 77.57
W02013072406_798 8837 80,37 79.44 79.84
: 102013072405_788  79.44  72.44  80.37  80.37
02013072408 978 77.57 77.57 78.50 78.50
02013072406 998  77.57 77,57 78.50 78.50
02013072405 %63 77.57 77.57 7350 73.50
02013072408 _988  77.57 77.57 78.50 78.50
W02013072406_228 79.44 79.44 78.50 78.50
02013072406 768 79.44 79.43 78.50 75.50
02013072405_178  78.50 7B.50 79.44 79.44
W02013072406_198  78.50 78.50 79.44 79.84
#02013072406_738  78.50 78,50 79.44 79,84
: 102013072406_748  78.50  78.50 79.44 79.24
W02013072406_218  77.57 77.57 78.50 78.50
0201307246758  77.57 77,57 78.50 78.50
: 102013072405_168  77.57 77.57 78.50 78.50
2: W02013672406_188 77.57 77.57 78.50 78.50

: 02013072406 208 76,64 76.64 77.57 77.57

CDRs
>SEQ_ID_NO_161
NFDMA
>SEQ_ID_NO_162
SITTGADHAIYADSVKG
>SEQ_ID_NO_163

>SEQ_ID_NO_164
RASQGISNYLN
>SEQ_ID_NO_165
YTSNLQS
>SEQ_ID_NO_166
QQYDISSYT
>SEQ_ID_NO_171
NFDMA
>SEQ_ID_NO_172
SITTGADHAIYADSVKG
>SEQ_ID_NO_173

>SEQ_ID_NO_174
RASQGISNYLN
>SEQ_ID_NO_175
YTSNLQS
>SEQ_ID_NO_176

>SEQ_ID_NO_181
NFDMA
>SEQ_ID_NO_182
SITTGADHAIYADSVKG
>SEQ_ID_NO_183

>SEQ_ID_NO_184
RASQGISNYLN
>SEQ_ID_NO_185
YTSNLQS
>SEQ_ID_NO_186
QQYDISSYT
>SEQ_ID_NO_191
NFDMA
>SEQ_ID_NO_192
SITTGADHAIYADSVKG
>SEQ_ID_NO_193

>SEQ_ID_NO_194

7,57

77.57

95,33

96.26

99.67

100,00



RASQGISNYLN
>SEQ_ID_NO_195
YTSNLQS
>SEQ_ID_NO_196

>SEQ_ID_NO_201
NFDMA
>SEQ_ID_NO_202
SITTGADHAIYADSVKG
>SEQ_ID_NO_203

>SEQ_ID_NO_204
RASQGISNYLN
>SEQ_ID_NO_205
YTSNLQS
>SEQ_ID_NO_206
QQYDISSYT
>SEQ_ID_NO_211
NFDMA
>SEQ_ID_NO_212
SITTGADHAIYAESVKG
>SEQ_ID_NO_213

>SEQ_ID_NO_214
RASQGISNYLN
>SEQ_ID_NO_215
YTSNLQS
>SEQ_ID_NO_216

>SEQ_ID_NO_221
NFDMA
>SEQ_ID_NO_222
SITTGADHAIYADSVKG
>SEQ_ID_NO_223

>SEQ_ID_NO_224
RASQGISNYLN
>SEQ_ID_NO_225
YTSNLQS
>SEQ_ID_NO_226

>SEQ_ID_NO_621
NYDMA
>SEQ_ID_NO_622

>SEQ_ID_NO_623

>SEQ_ID_NO_624
RASEDIYNGLA
>SEQ_ID_NO_625
GASSLQD
>SEQ_ID_NO_626
QQSYKYPLT
>SEQ_ID_NO_631
NYDMA
>SEQ_ID_NO_632



>SEQ_ID_NO_633

>SEQ_ID_NO_634
RASEDIYNGLA
>SEQ_ID_NO_635
GASSLQD
>SEQ_ID_NO_636
QQSYKYPLT
>SEQ_ID_NO_641
NYDMA
>SEQ_ID_NO_642

>SEQ_ID_NO_643

>SEQ_ID_NO_644
RASEDIYNGLA
>SEQ_ID_NO_645
GASSLQD
>SEQ_ID_NO_646
QQSYKYPLT
>SEQ_ID_NO_651
NYDMA
>SEQ_ID_NO_652

>SEQ_ID_NO_653

>SEQ_ID_NO_654
RASEDIYNGLA
>SEQ_ID_NO_655
GASSLQD
>SEQ_ID_NO_656
AGPHKYPLT
>SEQ_ID_NO_661
NYDMA
>SEQ_ID_NO_662

>SEQ_ID_NO_663

>SEQ_ID_NO_664
RASEDIYNGLA
>SEQ_ID_NO_665
GASSLQD
>SEQ_ID_NO_666
AGPHKYPLT
>SEQ_ID_NO_671
NYDMA
>SEQ_ID_NO_672

>SEQ_ID_NO_673

>SEQ_ID_NO_674
RASEDIYNGLA
>SEQ_ID_NO_675
GASSLQD
>SEQ_ID_NO_676



QQSRNYQQT
>SEQ_ID_NO_681
NYDMA
>SEQ_ID_NO_682

>SEQ_ID_NO_683

>SEQ_ID_NO_684
RASEDIYNGLA
>SEQ_ID_NO_685
GASSLQD
>SEQ_ID_NO_686
QQSRNYQQT
>SEQ_ID_NO_691
NYDMA
>SEQ_ID_NO_692

>SEQ_ID_NO_693

>SEQ_ID_NO_694
RASEDIYNGLA
>SEQ_ID_NO_695
GASSLQD
>SEQ_ID_NO_696
QQSRNYQQT
>SEQ_ID_NO_701
NYDMA
>SEQ_ID_NO_702

>SEQ_ID_NO_703

>SEQ_ID_NO_704
RASEDIYNGLA
>SEQ_ID_NO_705
GASSLQD
>SEQ_ID_NO_706
AGPHKYPLT
>SEQ_ID_NO_711
NYDMA
>SEQ_ID_NO_712

>SEQ_ID_NO_713

>SEQ_ID_NO_714
RASEDIYNGLA
>SEQ_ID_NO_715
GASSLQD
>SEQ_ID_NO_716
AGPHKYPLT
>SEQ_ID_NO_721
NYDMA
>SEQ_ID_NO_722

>SEQ_ID_NO_723

>SEQ_ID_NO_724



RASEDIYNGLA
>SEQ_ID_NO_725

>SEQ_ID_NO_726
QQSRNYQQT
>SEQ_ID_NO_731
NFDMA
>SEQ_ID_NO_732
SITTGGGDTYYADSVKG
>SEQ_ID_NO_733

>SEQ_ID_NO_734
RASQGISNYLN
>SEQ_ID_NO_735
YTSNLQS
>SEQ_ID_NO_736

>SEQ_ID_NO_741
NFDMA
>SEQ_ID_NO_742
SITTGGGDTYYADSVKG
>SEQ_ID_NO_743

>SEQ_ID_NO_744
RASQGISNYLN
>SEQ_ID_NO_745
YTSNLQS
>SEQ_ID_NO_746

>SEQ_ID_NO_751
NFDMA
>SEQ_ID_NO_752
SITTGGGDTYYADSVKG
>SEQ_ID_NO_753

>SEQ_ID_NO_754
RASQGISNYLN
>SEQ_ID_NO_761
NFDMA
>SEQ_ID_NO_762
SITTGGGDTYYADSVKG
>SEQ_ID_NO_763

>SEQ_ID_NO_764
RASQGISNYLN
>SEQ_ID_NO_765
YTSNLQS
>SEQ_ID_NO_766

>SEQ_ID_NO_771
NFDMA
>SEQ_ID_NO_772
SITTGGGDTYYADSVKG
>SEQ_ID_NO_773

>SEQ_ID_NO_774



RASQGISNHLN
>SEQ_ID_NO_775
YTSNLQS
>SEQ_ID_NO_776
QQYFDRPYT
>SEQ_ID_NO_781
NFDMA
>SEQ_ID_NO_782
SITTGGGDTYYADSVKG
>SEQ_ID_NO_783

>SEQ_ID_NO_784
RASQGISNHLN
>SEQ_ID_NO_785
YTSNLQS
>SEQ_ID_NO_786
QQYFDRPYT
>SEQ_ID_NO_791
NFDMA
>SEQ_ID_NO_792
SITTGGGDTYYADSVKG
>SEQ_ID_NO_793

>SEQ_ID_NO_794
RASQGISNHLN
>SEQ_ID_NO_795
YTSNLQS
>SEQ_ID_NO_796
QQYFDRPYT
>SEQ_ID_NO_801
NFDMA
>SEQ_ID_NO_802
SITTGGGDTYYADSVKG
>SEQ_ID_NO_803

>SEQ_ID_NO_804
RASQGISNHLN
>SEQ_ID_NO_805
YTSNLQS
>SEQ_ID_NO_806
QQYFDRPYT
>SEQ_ID_NO_811
NFDMA
>SEQ_ID_NO_812
SITTGGGDTYYADSVKG
>SEQ_ID_NO_813

>SEQ_ID_NO_814
RASQGISNHLN
>SEQ_ID_NO_815
YTSNLQS
>SEQ_ID_NO_816
QQYSNLPYT
>SEQ_ID_NO_821
NFDMA
>SEQ_ID_NO_822



SITTGGGDTYYADSVKG
>SEQ_ID_NO_823

>SEQ_ID_NO_824
RASQGISNHLN
>SEQ_ID_NO_825
YTSNLQS
>SEQ_ID_NO_826
QQYSNLPYT
>SEQ_ID_NO_831
NFDMA
>SEQ_ID_NO_832
SITTGGGDTYYADSVKG
>SEQ_ID_NO_833

>SEQ_ID_NO_834
RASQGISNHLN
>SEQ_ID_NO_835
YTSNLQS
>SEQ_ID_NO_836
QQYSNLPYT
>SEQ_ID_NO_961
NFDMA
>SEQ_ID_NO_962
SITTGGGDTYYADSVKG
>SEQ_ID_NO_963

>SEQ_ID_NO_964
RASQGISNNLN
>SEQ_ID_NO_965
YTSNLQS
>SEQ_ID_NO_966
QQFTSLPYT
>SEQ_ID_NO_971
NFDMA
>SEQ_ID_NO_972
SITTGGGDTYYADSVKG
>SEQ_ID_NO_973

>SEQ_ID_NO_974
RANQGISNNLN
>SEQ_ID_NO_975
YTSNLQS
>SEQ_ID_NO_976
QQFTSLPYT
>SEQ_ID_NO_981
NFDMA
>SEQ_ID_NO_982
SITTGGGDTYYADSVKG
>SEQ_ID_NO_983

>SEQ_ID_NO_984
RASQGISNNLN
>SEQ_ID_NO_985
YTSNLQS
>SEQ_ID_NO_986



QQFTSLPYT
>SEQ_ID_NO_991
NFDMA
>SEQ_ID_NO_992
SITTGGGDTYYADSVKG
>SEQ_ID_NO_993

>SEQ_ID_NO_994
RASQGISNNLN
>SEQ_ID_NO_995
YTSNLQS
>SEQ_ID_NO_996
QQFAHLPYT



