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NTDB id 668366 MON37 RS11350 WP 039408641.1 MFSFFRRKKKQETPAQEETRIQETAAEAVERAEAGVSQTLETVQENIGEKAEELTAAVETAVESAKERAEEIRETVVEHV 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESE....VAQIVGNIKED....VESLA.......ESVKGRAES....AVETV 61
consensus !!!!!!!!!!!!!!! !! *!!!!! ****! ! * * ! **** ! ! *******!! ! !!! **** !!*!

logo SEGATVEGHQVKREATVASETSSETVEQVEERVEAVSETVAENVSAAVEHVHEAVSDEGMPSSEATAGEAAVERTVE I
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A
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NTDB id 668366 MON37 RS11350 WP 039408641.1 SETVGHVREAVSETSSETVEQVEERVEAVSETVAENVSAAVEHVHEAVSDGSSETAEAVETVEIQAEAAPATSEEHSVAA 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 SGAVEQVKETVA.....................................EMPSEAGEAAERVESAKEAVAETV....... 97
consensus ! ! *!*! ! ************************************** *!! *!! ! !! !! * ! *******
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E
TAVAGTQSSVEQETASEVAPSTETETEHPKLGWAARLKQGLATKSRDKMAKSLAGVFGGGQIDGEDLYEELETVL ITGSDMGMEATEYLMKD

NTDB id 668366 MON37 RS11350 WP 039408641.1 FENTAVATSSETSEPSETEPKLGWAARLKQGLTKSRDKMAKSLAGVFGGGQIDEDLYEELETVLITSDMGMEATEYLMKD 240
NTDB id 1118 NGFG RS11455 WP 003696286.1 ..GEAVG.QVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKD 174
consensus ** !!** ** ! !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!

logo VRGNRVSLKGLKDGNELRDGALKEALYDL IKPLEKPLVLPDETKEPFVIMLAGINGAGKTTS IGKLAKYFQAQGKSVLLAAGD
NTDB id 668366 MON37 RS11350 WP 039408641.1 VRNRVSLKGLKDGNELRDALKEALYDLIKPLEKPLVLPDTKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGD 320
NTDB id 1118 NGFG RS11455 WP 003696286.1 VRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGD 254
consensus !! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TFRAAAREQLQAWGEGRNNVTVI SQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE IKKVKRVLQKAI
MPDGA

NTDB id 668366 MON37 RS11350 WP 039408641.1 TFRAAAREQLQAWGERNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAMPDA 400
NTDB id 1118 NGFG RS11455 WP 003696286.1 TFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGA 334
consensus !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !

logo PHE I IVVLDANIGQNAVNQVKAFDDALGLTGL IVTKLDGTAKGGI LAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDA
NTDB id 668366 MON37 RS11350 WP 039408641.1 PHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDA 480
NTDB id 1118 NGFG RS11455 WP 003696286.1 PHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDA 414
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LLD
NTDB id 668366 MON37 RS11350 WP 039408641.1 LLD 483
NTDB id 1118 NGFG RS11455 WP 003696286.1 LLD 417
consensus !!!
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