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NTDB id 217512 ADP71 RS11265 WP 237343061.1 MPQSEVLTESGLEAPVPLVSAAVEIATIPEEVVMVVPAEETISADEAEKPAALVEDAQPAVQGWARGIVPTKVENVAATV 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 .................MFS......FFRRKKKQETPALEEA...QVQETAAKVESEVAQIV....GNIKEDVESLAESV 50
consensus ****************** !****** * !! ! *** *!! !! * * ****! ** !! *! *!

logo

E
K
G
P
I
RAELASAEVEQDTI

V
AVTTQ

S
E
GAVAEQVVVEKETVPVSASEMSPSFSEFATGENAWAETNRVEVESAVEKEAI

V
A
I ETI

V
A
G
E
P
A
T
T
V
A
G
P
QVVKPVHSNPQEVASNVAFETPTENEHSKV

NTDB id 217512 ADP71 RS11265 WP 237343061.1 EPIALAEVQDIAVTTQEAVAVVVEETVPVSSESSFFTGNWATNVVEVEEAIIETIAPTTAPVVKPVHSNPVSNFEPNESV 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 KGRAESAVETV....SGAVEQV.KETV...AEMPSEAGEAAERVESAKEAVAETVGEAVGQV.......QEAVATTEEHK 115
consensus * ! ! ***** !! !* !!!*** ! * ! ! ! !!* !!*** **!******** * !*
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NTDB id 217512 ADP71 RS11265 WP 237343061.1 SSWTARLKQGLSKSRDKLGKSLAGVFGGAQIDEDLYEELEDVLLTSDMGVAATEHLLKEVRERVSLKGLKDPQELREALK 240
NTDB id 1118 NGFG RS11455 WP 003696286.1 LGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALK 195
consensus ! !!!!!!! !!!!!**!!!!!!!!!*!! !!!!!!!! !!*! !!!* !!!*!*!*!! !!!!!!!!!**!!! !!!
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VNGAGKTTS IGKLAKTHYFYQARQDGKSVLLAAGDTFRAAAREQL IQAEWGAGRNNVTV
NTDB id 217512 ADP71 RS11265 WP 237343061.1 DALVELIEPLQQPLEIPADAKPFVIMMTGVNGAGKTTSIGKLATHYQRQDKSVLLAAGDTFRAAAREQLIEWGARNNVTV 320
NTDB id 1118 NGFG RS11455 WP 003696286.1 EALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTV 275
consensus *!! *!! !! !! *! !!!!!* !*!!!!!!!!!!!!! **! ! !!!!!!!!!!!!!!!!!!! !!*!!!!!!
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NTDB id 217512 ADP71 RS11265 WP 237343061.1 ISQATGDSAAVCFDAMHAAQARGTDIVLADTAGRLPTQLHLMEEIKKVKRVMQKSMDTAPHEIILVLDANIGQNAINQVI 400
NTDB id 1118 NGFG RS11455 WP 003696286.1 ISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVK 355
consensus !!! !!!!!!!!!!!**!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!! ** !!!!!!*!!!!!!!!!!*!!!
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NTDB id 217512 ADP71 RS11265 WP 237343061.1 AFDDALGLTGLILTKLDGTAKGGVIAALAKTRPIPIRFIGVGEGIEDLRPFNARDYAEALLGD 463
NTDB id 1118 NGFG RS11455 WP 003696286.1 AFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD. 417
consensus !!!!!!!!!!!!*!!!!!!!!!!**!!!! !!*!*!*!!!!!!!*!!!!! !! * *!!! *

X non conserved

X similar

X ≥ 50% conserved


