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NTDB id 209177 IMCC3135 RS05205 WP 088916637.1 ....................MGIFSFLKRQKTQREQEPEVSAPLEAKLSRTRSKFRDNLLDFMLGNKPINADLLEELESQ 60
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQV..QEAVATTEEHKLGWAARLKQGLAKSRDKMAKS.LAGVFGGGQIGEDLYEELETV 157
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NTDB id 209177 IMCC3135 RS05205 WP 088916637.1 LIMADVGIEATARVMSVLNRQVSRSEVGDSTALRQALQLELVKLLTAVEQPLEIPDSDSPFVILVVGVNGSGKTTTIGKL 140
NTDB id 1118 NGFG RS11455 WP 003696286.1 LITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKL 237
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NTDB id 209177 IMCC3135 RS05205 WP 088916637.1 AKQLQDGGKSVMLAAGDTFRAAAVEQLQTWGERNNVPVISQGSGADSASVIFDAVQSAKARGIDVLIADTAGRLHTQNNL 220
NTDB id 1118 NGFG RS11455 WP 003696286.1 AKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTG.DSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHL 316
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NTDB id 209177 IMCC3135 RS05205 WP 088916637.1 MEELQKVKRVIGKLDPTAPHETLIVLDGGTGQNALNQARQFHETMQLTGMVVTKLDGTAKGGVIFAIAEHLGLPIRFIGV 300
NTDB id 1118 NGFG RS11455 WP 003696286.1 MEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGV 396
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NTDB id 209177 IMCC3135 RS05205 WP 088916637.1 GEKVEDLEVFEAERYVNALVSGS 323
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEGIDDLRPFDARAFVDALLD.. 417
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