
logo

MVEM
N
N
W
I
P
A
PKPAEDGSQTWTDDQWKNAI

VVASHTGQRDI LVAAAAGSGKTAVLVER I
MIKRKI ITANEENP I

VDVDRLLVVTFTNAASAAQEMKHNRI
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 GEALEKVLIEEPSSRHIRKQLSLLNKASISTIHSFCLQVIRSYYYMLDIDPRFRIANQTENELLKEEVLDDILEEEYGME 160
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 ENQLFFELVDRYTSDRNDDDLQRMILALHTAAGAHPNPEKWLDRLVEAYNVEGK.TIEDLMYASYLLEDVKFQLETATEH 239
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 IRKAMELAMLPDGPAPRMETLQTDLVLLETLSHAARKSWTSVYEAMQHVSWQTLKRIKKSDYNEDIVKQVDSLRNKAKDE 319
NTDB id 119 BSU 10630 NP 388944.2 LLRALELTKAPGGPAPRADNFLDDLAQIDELIQ.HQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKKL 315
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 VKKLQEELFSRKPESFLRDFQEMHPVLGKLVQLVKEFSNRFQAIKRDKGMVDFTDLEHFCLQILSEQGEDGELRPSPVAL 399
NTDB id 119 BSU 10630 NP 388944.2 LEKLKTDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAAR 395
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 QYRNRFAEVLVDEYQDTNFVQESIIKLVTKDSEQEGNLFMVGDVKQSIYRFRLAEPGLFLGKYKRFTQEGLEGGMKIDLA 479
NTDB id 119 BSU 10630 NP 388944.2 FYQEQFHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDLN 475
consensus ! !*!!!!!!!!!!! !!!!!* !!! *! !!!!!!!!!!!!!!!!!!!!! !!! !!!!!! ! ! !!!!

logo KNFRSRAHDE I
VLADGSTNF ILFKQI

LMGEGEKI
VGE I

V
D
EYDAEDQAELKLGAASYPDEGNDEDETVAEATELLCL IDHNQASEDEETVDLADGSEEAGEELVEKTAVQFLEAKRAL

NTDB id 28633 BCER98 RS04755 WP 041810256.1 KNFRSRHEVLAGTNFIFKQIMGEEVGEIEYDADAELKLGASYPEGEDVAAELLCIHQSEEEVLDGEEGEEVEKAQLEARL 559
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 IAQRIKAMVDSGYTVYDRKTNEMRQVQYRDFVILLRSMPWAPQIMEELKLQGIPVYAELATGYFEATEVNIMMNVFRVID 639
NTDB id 119 BSU 10630 NP 388944.2 IAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVALSVLKVID 634
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 LIWKVYRETGYYDFVGGLPGGKQRQANLRVLYDRARQYEATSFRGLFRFLRFIERILERGDDMGTARALGEQEDVVRIMT 799
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 RAKEKLILIGTVKDKEKEMEKWLDTREHTEWLLPDYVRASASCYLDWIAPSLYRHRDSEILLELGQGTIPNEIYEYDTSW 959
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 .SDTAFIQKLRAPIRTRPRFMEKKGLTYAERGTAVHAVMQHVDLKQSITIESIQEQIAKMVNKEILTFEQAEEISVERIV 1115
NTDB id 119 BSU 10630 NP 388944.2 SGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDIEEIV 1109
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 AFFESHLGKRVLEAKSVEREVPFTMMLSAKEAYQNWQGKSEETILVQGVIDCMIEEDDGITLIDFKTDTIEGKFPGGFDQ 1195
NTDB id 119 BSU 10630 NP 388944.2 QFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAH.EADEPLLVQGIIDCLYETEDGLYLLDYKSDRIEGKFQHGFEG 1188
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NTDB id 28633 BCER98 RS04755 WP 041810256.1 AKPILEERYKVQLSLYAKALEKTLQHPVKEKCLYFFDGNHVITIEE 1241
NTDB id 119 BSU 10630 NP 388944.2 AAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL.. 1232
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