
logo MKKRKTL ILLS IPLVCFLCIAFALPFLASFSATGYQSASDQSVLKNGYWHYDQEFLANAEFNPEQQKRPTI
L
S
TELSFLASNQATVRDQKSPASARLNTVAKQESKQPVI

TI SVVYPGQQI SD
NTDB id 409019 GO174 RS15410 WP 024375537.1 MKKTLLLIVCLCFAPLAFAYSSQVLNGYWHYQEFLNANPQQKTLTESLSNAVRQSPARLNVKQSKPVTISVVYPGQQISD 80
NTDB id 1163 A1552VC RS18030 WP 000823678.1 MKRKLISPLFLIAALFSSTGQADSLKGYWHYDEFLAEFPEQRPISELFAQTVRDKPSALTVAQEQPVIISVVYPGQQISD 80
consensus !!* !* ***!* !* ! !!!!! !!! ! !****! * !! ! ! ! ! !! !!!!!!!!!!!!

logo YWI
VRNIKAFEKMRLMDEAELGI ERYQINQVFTRPNLDMTRQQSLVSLMEALKNKNSTDYL I FTLDTTRHRKF I EHVLHSSSEPTKL I LQNI

NTDB id 409019 GO174 RS15410 WP 024375537.1 YWIRNIKAFEMRLEELGIEYQINQVFTRPNLDMRQQSLSLMEALKNNTDYLIFTLDTTRHRKFIEHVLSSSPTKLILQNI 160
NTDB id 1163 A1552VC RS18030 WP 000823678.1 YWVRNIKAFEKRMDALGIRYQINQVFTRPNLDTRQQSVSLMEALKNKSDYLIFTLDTTRHRKFIEHVLHSSETKLILQNI 160
consensus !!*!!!!!!! !** !!! !!!!!!!!!!!!! !!!!*!!!!!!!! *!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!

logo TTPVKRDWDQGSKRQPMMYI
VGFDHETYGAQLQLAQYYQRAEHAVPKGKSKPYSVLYFSEGYI

VSDEARGDTF IQDQMENAGTVGHDHFYPQLASSYYTKAT
NTDB id 409019 GO174 RS15410 WP 024375537.1 TTPVRDWDSRQPMMYVGFDHETGAQQLAQYYREHVPKGSKYSVLYFSEGYVSDARGDTFIQQMEGTGDYQLASSYYTKAT 240
NTDB id 1163 A1552VC RS18030 WP 000823678.1 TTPVKDWQGKQPMMYIGFDHEYGAQLLAQYYQAHAPKK.PYSVLYFSEGYISEARGDTFIQDMNAVHHFPLASSYYTKAT 239
consensus !!!!*!! *!!!!!*!!!!! !!! !!!!! ! !! **!!!!!!!!!!*!*!!!!!!!! ! * ****!!!!!!!!!!

logo

E
Q
E
QSGYEATLNI LVKNDNPDE IGKF IYACASTDVALGAAQALKQELQNREQDI LQVNGWGGGSAELEALANEKGEHLDVTVMRI

MNDDTGI
VAMA

NTDB id 409019 GO174 RS15410 WP 024375537.1 QESGYEATLNILKNDPDIKFIYACSTDVALGAAQALQEQNREDIQVNGWGGGSAELEALNEGHLDVTVMRINDDTGIAMA 320
NTDB id 1163 A1552VC RS18030 WP 000823678.1 EQSGYEATLNIVKNNPEIGFIYACATDVALGAAQALKELNRQDILVNGWGGGSAELEALAKGELDVTVMRMNDDTGVAMA 319
consensus !!!!!!!!!*!! !*! !!!!! !!!!!!!!!!! ! !! !! !!!!!!!!!!!!!! !*!!!!!!!*!!!!!*!!!

logo EAIKRWDLEGEKASVPLVVYSGDFE I
VVTKEQDSASAQKR IADEVFLKAQRAFRYSDR

NTDB id 409019 GO174 RS15410 WP 024375537.1 EAIKRDLEGEAVPVVYSGDFEIVTKEDSSQKIDVFKQRAFRYSDR 365
NTDB id 1163 A1552VC RS18030 WP 000823678.1 EAIKWDLEGKSVPLVYSGDFEVVTKQDSAARIAELKARAFRYSDR 364
consensus !!!! !!!! !!*!!!!!!!*!!! !! *! ! !!!!!!!!

X non conserved
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X ≥ 50% conserved


