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NTDB id 1016694 ABW387 RS07880 WP 370385712.1 MFGFFKRKKNTEPVAEQPVPAPHQQEN.SEQLQNIVDDSVQTEVIPQPEPAISDPVAEKPEQADTASVQPQTETEQD..I 77
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGN.IKEDV.....ESLAESVKGRAESAV.ETVSGAVEQVKETVA 73
consensus !! !!*!!! !**! * * ** * * *!! ** *!****** * **! **! ! * *! * ! ***
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NTDB id 1016694 ABW387 RS07880 WP 370385712.1 IVPTAVDEPAAIAVTDDTASPVQTPVASENTVVIAAEPDTVSEQTEKPAKLSWTARLKQGLSKSRNQMAKSLASVFGGGK 157
NTDB id 1118 NGFG RS11455 WP 003696286.1 EMPSEAGEAA......ERVESAKEAVA..ETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQ 145
consensus *!* !*!******* * *!!** !! ! * ! **!! ! !!!!!!! !!! !!!!!! !!!!!
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NTDB id 1016694 ABW387 RS07880 WP 370385712.1 IDEDLYEELETVLLTSDMGIEATEKLLAQVRQRVTLKGLKNGDELRSALKEALYELLLPLDQPLILPDNKKPFVIMMAGV 237
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGI 225
consensus ! !!!!!!!!!!!*! !!!*!!!! !* !! !!*!!!!! ! !!! !!!!!!!*!* !!* !!*!!* ! !!!!!*!!*

logo NGAGKTTS IGKLAKYFQASQGKSVLLAAGDTFRAAAREQLQAQWGEGRNNVTVIASQATSTGDSAAVCFYDALVEQAAKARGIDI
VVLAD

NTDB id 1016694 ABW387 RS07880 WP 370385712.1 NGAGKTTSIGKLAKYFQSQGKSVLLAAGDTFRAAAREQLQQWGERNNVTVIAQASGDSAAVCYDALEAAKARGIDVVLAD 317
NTDB id 1118 NGFG RS11455 WP 003696286.1 NGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLAD 305
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !! !!!!!!! ! *!!!!!!!*!!* !!!!!!!!*!!!!
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NTDB id 1016694 ABW387 RS07880 WP 370385712.1 TAGRLPTQLHLMEEIKKVKRVLQKSLPDAPHEVMLVLDANVGQNAINQVVAFDDALGLTGLIVSKLDGTAKGGILAALAA 397
NTDB id 1118 NGFG RS11455 WP 003696286.1 TAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALAS 385
consensus !!!!!!!!!!!!!!!!!!!!!!!! *! !!!!***!!!!!*!!!!*!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!
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NTDB id 1016694 ABW387 RS07880 WP 370385712.1 KRPVPVRFIGVGEGIDDLRPFNARAFVDALIEDE 431
NTDB id 1118 NGFG RS11455 WP 003696286.1 DRPVPVRYIGVGEGIDDLRPFDARAFVDALLD.. 417
consensus !!!!!!*!!!!!!!!!!!!! !!!!!!!!****
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