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NTDB id 137070 LACT RS08705 WP 003549813.1 TFNVLTNSDMEYGYVQDDDGNMEQLSDGLYSLLIQSQNRDVRKGAFDTLYASYGQFQNSLASTLSGVVKKHNYNAKVHKYDSARE 255
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVHNYQAKVRHYNSARH 254
consensus !!!!! ! !* ***! ! ! * !**! * !* ! !!*!!!!** *!**! !!!** ! !! !!!! !!!*!!!**! !!!*

logo AALAAENFNI
VPETKSVYDSTL ILERESVDNKSHLDPLLHRYLVADLRKKI

VLGLDKDELKQMW
YDMVYTVPLSTEGKTEPATLASLYNTFYEEASKLEKKVAEKEKAVLAI

P
F
LGEDEYLSKGHVDH

NTDB id 137070 LACT RS08705 WP 003549813.1 AALAENNVPTKVYDTLIREVDSHLDLLHRYVALRKKILGLKDLQMWDMYVPLTGKPALSYNFEEAKEVAKKALAPLGEDYLKHVD 340
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETET.ALTYEESLKKAEEVLAIFGEEYSKGVH 338
consensus !!!! ! *! !!!*!* ! !!*!!!!!* !!!!*!!! *! !*!*! !!* * * *!! ! !!* !!*! !*!*

logo

A
Y
A
I FNTENRVWIDVHVEPNSKGNKRVSTGAYSGGAYDTDNAPFYEMLLNWEQDNNTI

LDNSLFYTLVHETGHSLVHSTWFYTRNQSTQPYVYGDYP I FLVAE IASTTNENI
NTDB id 137070 LACT RS08705 WP 003549813.1 YIFNNRVIDVVESKNKVTGAYSGGAYDTDPYELLNWENNIDSLYTLVHETGHSVHSWYTRNSQPYVYGDYPIFVAEIASTTNENI 425
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQTQPYVYGDYPIFLAEIASTTNENI 423
consensus ! ! !!!** ! ! *!!!!!!!!!! ** !!!! *! !*!!!!!!!!!*!! *!!**!!!!!!!!!!!*!!!!!!!!!!!

logo LTETYFLLDKEHI
V
K
TDDSKTRAFAF I LNHYYLDGSFKGTLVFRQTQFAEVFEHQAF IHEADAKSGEQI

PLTADFI LMDNEKLVYAGDQLNEQHKYYGNDLKSAVEDPGNGYDE IAQFLEWES
NTDB id 137070 LACT RS08705 WP 003549813.1 LTEYFLDHITDSKTRAFILNYYLDSFKGTLFRQTQFAVFEQFIHEADAKGEPLTADILDEVYGQLNQHYYGDSVEPGGDIALEWS 510
NTDB id 480 HSISS4 RS02090 WP 002890133.1 LTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWE 508
consensus !!! ! ** ! !!! !!!*!!! !!!!*!!!!!!! !!* !!!!!! ! *!!!! * *!* !! *!! !* *! !!

logo R IPHFYMYDNFYYVYQYATGFAAASTAYLAENKI
VVHGSTEAEDKRDEAYLGTFYLKAGSSDNYPLTE I

V
I
MKHKAGVDMTKNPTDYLDEADAFKTVFEDKRLAVEFLEASL

NTDB id 137070 LACT RS08705 WP 003549813.1 RIPHFYYDFYVYQYATGFAAATALANKVVHGSEADRDAYLGFLKAGSSNYPTEIMKHAGVDMTKPDYLEDAFKTFEKRLAEFESL 595
NTDB id 480 HSISS4 RS02090 WP 002890133.1 RIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEAL 593
consensus !!!!!! *!!!!!!!!!!!!* !! !*!!!*! !**!!! *!!!!!! !! !**!*!!!!!! *!!!* !!! !! !! ! ! !



logo

I
VEKGVHLS

NTDB id 137070 LACT RS08705 WP 003549813.1 IEK..... 598
NTDB id 480 HSISS4 RS02090 WP 002890133.1 VEKGVHLS 601
consensus *!!*****

X non conserved

X similar

X ≥ 50% conserved


