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LRFLFLEGGRYAGPESAGANEQVLVANPCFTVERRLFAQALKQDNGHSTF IRWLDSGDNDEAADALGSAHALAP I
VVGTVGSTADAPL IVLDEGR

NTDB id 1124136 EL309 RS10590 WP 004285267.1 MVAEETTESGSGAANAALRLFGGYAPEAAEQVAPFVRRLFAALKDGHTFIWLDGNDAAALGHAAPIVGVGTDAPLVLDGR 80
NTDB id 1134 OK783 RS03985 WP 010358120.1 .MELQTDEFAQAAARAAIRFLERYAGSGNEVLANCTERLFQALQNGHSFIRLSGDEADALSALAPVVGTS.AAPLILEGR 78
consensus ** ! ! * *!! !!*! !!* * ! *!** !!! !! !!*!! ! ! *! !! * !!*!! * !!!*!*!!

logo RLFLGRMWQLERYDLAAKE IKVRLAATAGKTASAGPVDAWAMGRASRAQNVLAEKWFAQGAEGNSEKGQRDAAALALLQFPFML
VI STGGPGTGKTTTVAKL

NTDB id 1124136 EL309 RS10590 WP 004285267.1 RLFLGRMWQLERDLAKEIVRLATAKTAGVDWMRSRAVLAEWFAGENSKGQRDAAALALLQPFMLISGGPGTGKTTTVAKL 160
NTDB id 1134 OK783 RS03985 WP 010358120.1 RLFLGRMWQLEYDLAAEIKRLAAAGTSAPDAAGARQNLAKWFQGAGSEGQRDAAALALLQFFMVITGGPGTGKTTTVAKL 158
consensus !!!!!!!!!!! !!! !! !!! ! ! **! ! !! !! ! ! !!!!!!!!!!!!*!!*!*!!!!!!!!!!!!!!

logo LAGL ILCGLENNSEGNSLPHR IAGLAAPTGKAAAHMAKRALHRAS ILANEGFDPALPEADI
VRARHLALDKLSEGKQTVHRLLKLRSPPKQMQAPAVFDGHKEIKRPLPFLD

NTDB id 1124136 EL309 RS10590 WP 004285267.1 LGLLCLNSGSLPRIGLAAPTGKAAAHMAKALHRALAEFPLPEDIRAHLADSEGKTVHRLLKLRPPQMQPVFGKEKPLPLD 240
NTDB id 1134 OK783 RS03985 WP 010358120.1 LALICGENENLPHIALAAPTGKAAAHMARALHRSINGFDAPEAVRRHLLKLEGQTVHRLLKLSPPKMQAAFDHIRPLPFD 238
consensus !*!*! !!*!*!!!!!!!!!!!!!*!!!! * !* !! *! !! !! !!!!!!!! !! !!* ! * *!!! !

logo VL IVDEASMLDTVASLMLQLLKRAVKPDTGACRVI
VLLGDENQLPSVGAIGAVLASQVLASQKPTLVLDEGEQTAHAQDRLAGMF

I LPDEHGFQSTVASASNQPAPPV
NTDB id 1124136 EL309 RS10590 WP 004285267.1 VLIVDEASMLDVSLMLQLLRAVPDGCRVVLLGDENQLPSVGAGAVLAQLAQPTLLDEQTAADLAMILPDHGFQTASQPAP 320
NTDB id 1134 OK783 RS03985 WP 010358120.1 VLIVDEASMLDTALMLQLLKAVKTGARVILLGDENQLPSVGIGAVLSVLSQKTVLDGETHQRLAGFLPEHGFSVSANPPV 318
consensus !!!!!!!!!!! !!!!!!*!!* !*!!*!!!!!!!!!!!! !!!! ! !*!*!! !* !! !!*!!! *!**

logo LASQNTAHRLSVFSHRFGDEDNSGIGCLARAAVVNSGDEAEGSAWAQLQFDERFPDQELESHVCSERCGGSPSNRAEQRAVERLYGRALHEKAYWQAVDKDGAGDNI
V
A
EAAFY

NTDB id 1124136 EL309 RS10590 WP 004285267.1 LSQNTARLVFSHRFGEDSGIGCLARAVVNGEAESAWQQFERFPQELSVCRGGSREQAERLYGLHEAYWQAVDGADVAAAF 400
NTDB id 1134 OK783 RS03985 WP 010358120.1 LAQNTAHLSFSHRFGDNSGIGCLARAAVSGD.EGAWALFDRFPDELEHSECSPNARVERLYRAHKAYWQAVKDGNIEAAY 397
consensus ! !!!!*! !!!!!!* !!!!!!!!! ! !**! !! !*!!! !! ** * * !!!! ! !!!!!! * * !!*

logo

A
R
G
H
I
Q
A
SDI

VVVLAARWRQSDEAEADFNEAYCRQSCYLVQRRHKGMNRI
V
A
P
E
G
D
H
G
L
A
K
W
YFAGEQPVI

LMI ERQRNDYALDELFNGDIGL IVLMAEDPVDGHRERQDSDQTGQASL
NTDB id 1124136 EL309 RS10590 WP 004285267.1 RHQADVVVLAARRSEAEAFNEAYRQCLQRHGRVAGDGKWFAGQVLMIERNDYALDLFNGDIGLVLADPDHERQDSDTQAL 480
NTDB id 1134 OK783 RS03985 WP 010358120.1 AGISDIVVLAAWRQDAEDFNEAYCSYVRRKMNIPEHLAYFAGEPIMIRQNDYALELFNGDIGLIMEDVGR......QGSL 471
consensus * !*!!!!! ! *!! !!!!!* ** !* ** * *!!! **!! !!!!!*!!!!!!!!** !* ******* !

logo AAYFAPDMADGFKKMVALVSCRLPEFHEHPTAFAMTVHKSQGSEYRDEVWLLAPEPESDTAQNPQSDEEDGDGDALRSGLLDSKAELLYTAITRARAEKRFVFFWG
NTDB id 1124136 EL309 RS10590 WP 004285267.1 AAYFPMADGFKKMALSRLPEHHTAFAMTVHKSQGSEYRDVWLLAEETQNQEEDG...RLLDKALLYTAITRARARFVFWG 557
NTDB id 1134 OK783 RS03985 WP 010358120.1 AAYFADADGFKKVAVSCLPEFEPAFAMTVHKSQGSEYREVWLLPPSDAPSDEGDDALSGLSKELLYTAITRAREKFVFFG 551
consensus !!!!* !!!!!!*!*!*!!!***!!!!!!!!!!!!!!!*!!!!** * *! *** ! ! !!!!!!!!!! *!!!*!
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NTDB id 1124136 EL309 RS10590 WP 004285267.1 SQAVFQTACTSEQKRNSALRPMIAEAFG.. 585
NTDB id 1134 OK783 RS03985 WP 010358120.1 GKKTFCQAVNTVKVRQTALGSMLERVFSQE 581
consensus !* !* * !**!! *!* ! **

X non conserved

X similar

X ≥ 50% conserved


