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NTDB id 136198 RO07 RS02640 WP 039407829.1 VKVDENLFEELEGALLMSDAGVEATTFLLDALRKKVKAERLTEGEQVKRALHDLLVELLQPLEQSLVLG.REAPLVVMIAGVNGA 250
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NTDB id 136198 RO07 RS02640 WP 039407829.1 GKTTSIGKLAKHFQHYGQSVLLAAGDTFRAAAREQLTIWGERNNVAVVSQESGDPAAVVFDAVNAARARRIDIVMADTAGRLPTQ 335
NTDB id 1118 NGFG RS11455 WP 003696286.1 GKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQ 313
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NTDB id 136198 RO07 RS02640 WP 039407829.1 LHLMEELKKIRRVLGKAAEGAPHEVLLVIDANTGQNALAQVKAFDDALQLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGVGE 420
NTDB id 1118 NGFG RS11455 WP 003696286.1 LHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGE 398
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NTDB id 136198 RO07 RS02640 WP 039407829.1 KVEDLQPFSAREFADALLG 439
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