
logo MS
TDNRSTHLDEEKYTWDLSTTI FAKTDAEDEFWETELYESVLTNVQDALDKAKAQSAKYAGHLLDSASKMNLFLEGAITENKLQYLMESLAMRRI

LEKI
VYVYASMKND

NTDB id 261182 SPSF3K RS08625 WP 003108203.1 MTDNRSHLDEKYTWDLSTIFKTDEEFETELEVLNQDADAAQKYAGHLLDSSKMLFEITNKQLELARRIEKVYVYASMKND 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKND 80
consensus !*!!!*!!*!!!!!!!*!!! !! **!!! ! !! ! !!!!!!!! ! ! ! * ! !!*!!*!!!!!!!!!

logo QDTTVAGKLYQEYQAKASNSLYASKQFLGSEQAVFASFYFYEPEFMATLMDSDTEKKQLADETFKAEEQEPSGQLEGLYDNHYFEKRLLAKNYKDEHVLSQERAEEELLAAGA
NTDB id 261182 SPSF3K RS08625 WP 003108203.1 QDTTVAKYQEYQAKASSLYAKFGQVFSFYEPEFMTMSTEQLDTFKAEESQLELYNHYFEKLLKYKEHVLSQREEELLAGA 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAA 160
consensus !!!!!* !!!!!!!!! !! ! **!!!!! * ! !! !* ! !! !!!!*!! !*!!!!! !!!!!*!

logo

G
Q
D
E I FNGAPETDETFNS IVLDNADI

L
I
LFP I

WVKSDDGNQGDKEVVE I
LTHGNF I STLMESKDRDNI

VRKAGAYEAMYGSTYEQFQHTYAKQTLQGTNVVKVHQ
NTDB id 261182 SPSF3K RS08625 WP 003108203.1 QEIFNGAEETFSILDNADLIFPIVKDDNGKEVEITHGNFISLMESKDRNVRKAAYEAMYSTYEQFQHTYAKTLQTNVKVQ 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 GDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVH 240
consensus *!!!!* *!! *!!!!!**!! ! ! *! !!*!!!!!!*!!!!!!! *!!*!!!!!! !!!!!!!!!! !!! !!!*

logo NYQAKRVHRHKYDNSARHQAALMASANF IPEASVYDSTLLESSVNKHLPLLHRYLDKLRKQEKVLGLDELKMYDVYTPLSETENLTADLMTYDEEAS ILEK
NTDB id 261182 SPSF3K RS08625 WP 003108203.1 NYQARVHKYDSARQAAMSANFIPEAVYDTLLSSVNKHLPLLHRYLKLRQEVLGLDELKMYDVYTPLSETNLDMTYDEAIE 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 NYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETALTYEESLK 320
consensus !!!!*!**! !!!*!!* !!!!!! !!!*!! !!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!! *!!*! *

logo KAVEQETVLAE I
VFGEKEYSDKGRVHNARAFTERWIDVHPVNKGKRSGAYSGGASYDTNAFMLLNWQDNTLDNLFYTL IVHETGHSLHSTFLTREQNT

NTDB id 261182 SPSF3K RS08625 WP 003108203.1 KVQTVLEVFGKEYSDRVNRAFTERWIDVHVNKGKRSGAYSGGSYDTNAFMLLNWQDNLDNLYTLIHETGHSLHSTLTREN 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQT 400
consensus ! !! *!! !!! !* !!!!!!!!!!*!!!!!!!!!!!! !!!!!!!!!!!!! !!!!*!!*!!!!!!!!!! !!

logo QPYI
VYGDYPS I FLAE IASTTNENI LTEATLLKEVAKDDKTRFAI LNHNYLDGFKRGSTVFRQTQFAEFEHAIHEQADAQNSGEQI

VLTASDEFY
NTDB id 261182 SPSF3K RS08625 WP 003108203.1 QPYIYGDYSIFLAEIASTTNENILTEALLKEVADDKTRFAILNNYLDGFRGSVFRQTQFAEFEHAIHQADQNGEVLTSEY 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 QPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADF 480
consensus !!!*!!!!*!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!*!!!!!*!*!!!!!!!!!!!!!!! !! ! *!! **

logo

I
MNKNLYADELNEQKYYGNLAKAKEDNHYEF IQFYEWAER IPHFYMYNYYVYQYASTGFAAASYLAENKIVHGSTEQEDI

K
D
EAYLSTYLKAGNSSDYPL

NTDB id 261182 SPSF3K RS08625 WP 003108203.1 INNLYAELNQKYYGLAKEDNHFIQYEWARIPHFYYNYYVYQYSTGFAAASYLANKIVHGSQEDIDAYLSYLKAGNSDYPL 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 MNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPL 560
consensus *! !!!*!! !!! ! !!!* !!*!! !!!!!! !!!!!!! !!!!!!!!!! !!!!!* !! *!!!*!!!!! !!!!!



logo

E
KVIAKKAGVDMTNQETDYLDAQAFAKVFEADRLTVELEAELVAEKGAVHKLS

NTDB id 261182 SPSF3K RS08625 WP 003108203.1 KVIAKAGVDMTQEDYLDQAFAVFEARLTELEELVAKGAHK. 600
NTDB id 480 HSISS4 RS02090 WP 002890133.1 EVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
consensus !! !!!!!!!* !!!! !! !!! !! !!! !! !! ! *

X non conserved
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X ≥ 50% conserved


