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NTDB id 1007540 ABFG95 RS10845 WP 348996044.1 .......................................................................MASPP..AG 7
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
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NTDB id 1007540 ABFG95 RS10845 WP 348996044.1 TPPAPVAAAPAAIAP.......APAAPEPEAAPKKASWLSRLKQGLSRT....GQSIGGIFVGVKVDENLFEELESALIM 76
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
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NTDB id 1007540 ABFG95 RS10845 WP 348996044.1 ADAGLEATEKLLTALRARVKKERIEDPAKVKAALRQLLADHLRPLERAFDLK.RAQPLVVMIAGVNGAGKTTSIGKLAHT 155
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
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NTDB id 1007540 ABFG95 RS10845 WP 348996044.1 FQRQGASVLLAAGDTFRAAAREQLIEWGSRNNVTVISQDGGDPAAVAFDSVNAGRARGMGVVMVDTAGRLPTQLHLMEEL 235
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
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NTDB id 1007540 ABFG95 RS10845 WP 348996044.1 KKIRRVIAKADPAAPHEVLLVVDGNTGQNALAQIRAFDAAINLTGLVVTKLDGTAKGGTLAAVAAGSQGVRPIPVYWIGV 315
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALA....SDRPVPVRYIGV 396
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logo GEGS ILDEDLQRPFDVADRAEFAVDGALLADD
NTDB id 1007540 ABFG95 RS10845 WP 348996044.1 GESLEDLQPFVADEFAGALLAD 337
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEGIDDLRPFDARAFVDALLD. 417
consensus !! **!! !! ! ! !!! *

X non conserved

X similar

X ≥ 50% conserved


