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NTDB id 1060119 ACF3NW RS09370 WP 314252211.1 MVFGFFRKRKAQPAAPQQETELVQAVEEAVQTEEVAAQPASETAEQAAAQAPDDAMPAAESDSTDLANGTSAHKTASTEV 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 .MFSFFRRKKKQETPALEEAQVQ.ETA.........AKVESEVAQI.VGNI........KEDVESLAESVKGRAESAVET 60
consensus **! !!!**! !* ** ! * * *********! * !! ! * ** ******** ! !! ** !
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NTDB id 1060119 ACF3NW RS09370 WP 314252211.1 VSAEAAPVPPEILPEQGLATTQTDETANALPIVETAEQAMGETSAAKAEEAAAFDEHDPDGQANNEQAVSEPVAVESVVP 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 VSGAV...............EQVKETVAEMPSE......AGE....................AA.ERVESAKEAVAETVG 98
consensus !!* *************** ! !! *! ****** !!********************! *! ! * !! !*
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MEATEHYLMEKDEVRGQR
NTDB id 1060119 ACF3NW RS09370 WP 314252211.1 SSTDQAAIEPAPEQPAALGWAARLRQGLSKSRQQMAKSLASVFGGGKIDEDLYEELETVLLTSDMGIEATEHLMEEVRQR 240
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGR 178
consensus ! *!* ** !!!!!!!*!!! !!! !!!!!! !!!!! ! !!!!!!!!!!!*! !!!*!!!!*!! *!! !

logo VSLKRGLKDGENELRGALKEAI
LYDEL IKPLEKQPLTVLPAEDTKERPFVIMLAGINGAGKTTS IGKLAKYFQAGQGKSVLLAAGDTFRA

NTDB id 1060119 ACF3NW RS09370 WP 314252211.1 VSLRGLKDGEELRGALKEAIYELIKPLEQPLTLPADKRPFVIMLAGINGAGKTTSIGKLAKYFQGQGKSVLLAAGDTFRA 320
NTDB id 1118 NGFG RS11455 WP 003696286.1 VSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRA 258
consensus !!!*!!!!! !!!!!!!!!*!*!!!!!! !! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!

logo AAREQLAQAEWGEGRNGNVTVI SQATSTGDSAAVCFDAVEQAAKARGIDIVLADTAGRLPTQLTHLMEE IKKVKRVLQKAS IMPDGAPHE I
NTDB id 1060119 ACF3NW RS09370 WP 314252211.1 AAREQLAEWGERNGVTVISQASGDSAAVCFDAVEAAKARGIDIVLADTAGRLPTQTHLMEEIKKVKRVLQKSMPDAPHEI 400
NTDB id 1118 NGFG RS11455 WP 003696286.1 AAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEI 338
consensus !!!!!! !! !! !!!!!! *!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! *! !!!!!
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KAFDDALGLTGL IVTKLDGTAKGGI
VLAALASDRRPVPVRFYIGVGEGIDDLRPFDNARAEFVDALLD

NTDB id 1060119 ACF3NW RS09370 WP 314252211.1 VVVLDANIGQNAVNQVIAFDDALGLTGLIVTKLDGTAKGGVLAALASRRPVPVRFIGVGEGIDDLRPFNAREFVDALL. 478
NTDB id 1118 NGFG RS11455 WP 003696286.1 IVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
consensus *!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!!!!!*!!!!!!!!!!!!! !! !!!!!!*

X non conserved

X similar

X ≥ 50% conserved


