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NTDB id 72492 M52SOB RS01025 WP 131110030.1 LLMADCGVEATQWLLDQLKAKVKKEKLEAPAQLRAALIDLMTELLKPLEAPLEVG.AHKPFIIMIAGVNGAGKTTSIGKL 140
NTDB id 1118 NGFG RS11455 WP 003696286.1 LITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKL 237
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NTDB id 72492 M52SOB RS01025 WP 131110030.1 AKQFQKEGRSVLLAAGDTFRAAAREQLAEWGRRNDVTVVSQESGDPAAVVFDAISAARARGVDIVMADTAGRLPTQLHLM 220
NTDB id 1118 NGFG RS11455 WP 003696286.1 AKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLM 317
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NTDB id 72492 M52SOB RS01025 WP 131110030.1 EEIAKVRRVIQKAEPSGPHEVLLVLDANIGQNAIAQVKAFDKAIHVTGLIVTKLDGTAKGGVLAAIARQCPKPVRFIGVG 300
NTDB id 1118 NGFG RS11455 WP 003696286.1 EEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVG 397
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logo EGIDDLQRPFDKARAFVDEALFLDGA
NTDB id 72492 M52SOB RS01025 WP 131110030.1 EGIDDLQPFKARAFVEALFGA 321
NTDB id 1118 NGFG RS11455 WP 003696286.1 EGIDDLRPFDARAFVDALLD. 417
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