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NTDB id 392671 GBK02 RS16535 WP 203467688.1 ............MFSFLKKSAADPKVDAAPTPDAAPSWRERLFKGLAKTRAQLGGKLKSIFSRGKVDDELLEELEELLLT 68
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
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NTDB id 392671 GBK02 RS16535 WP 203467688.1 SDVGVEATMHLLGELKKAAKRDKLETPEAIQKALSDALLETLQPLEQALDVS.GHKPYVIMIAGVNGAGKTTSIGKLAKY 147
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
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NTDB id 392671 GBK02 RS16535 WP 203467688.1 FQNQGKSVLLAAGDTFRAAAREQLETWGERNNVTVIAQDNGDPAAVVFDAISAAKARGIDIVLADTAGRLPTQLHLMEEI 227
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
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NTDB id 392671 GBK02 RS16535 WP 203467688.1 AKVRRVIQKVEPTGPHETLLVLDANIGQNALQQVKAFDKAINVTGLVVTKLDGSAKGGVVAAIARQCPKPIRFIGVGEQI 307
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
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NTDB id 392671 GBK02 RS16535 WP 203467688.1 DDLRPFSAKDFVDALFE 324
NTDB id 1118 NGFG RS11455 WP 003696286.1 DDLRPFDARAFVDALLD 417
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