
logo MKENALWAQRLKQAEAWAKNLPQRSTKLLLAAGLLLVGAGVATLWYVGLYLPAQTVAPELAEAPQTPPAPAVAPEPSTPTKQAVI
LEAPP IPPLAESPQAEEPAEKAPPQAKAEAPAQ

NTDB id 140098 TO73 RS02690 WP 003044366.1 MKEALARLQAAWKNLPQSTKLLLAGLLLVGAVTLWYVGLYLPAQTPLEAQPPAPAVPETPKALEAPPIPPLAEPAPAEAPKAAPQ 85
NTDB id 1026 TT RS05140 WP 011173435.1 MKNAWQRLKEAWANLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAEAPTP.....APSTQVIEAPPIPPLASQEEAKPQAEAPA 80
consensus !! ! !! !! !!! !!!!!!!*!!!!!*! !!!!!!!!!!! * * !********* *!!!!!!!!! * *! ** !!

logo

A
Q
E
PEAKQAEPAASQSQTETEPAQAQANPLPPAMPKVAKRAPEAPPPPNPFVPL IVVEPATEPAPAPPAPVPPTPPAPSATSVRPTPVPETGPTAPVRVQSGTGTPALPQATPQSAVAQGPAPTR

NTDB id 140098 TO73 RS02690 WP 003044366.1 APEK.AEAAQTTPQAANLPMPKAKPEAPPPNPFVPLIVPAEAAPPAPVPTPPAPTVRPTPVPTGTPVRVSGGTPLPTPSVQGAPR 169
NTDB id 1026 TT RS05140 WP 011173435.1 QEEAQAPASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPP.......PPPASASRPTPVPEGPAVRVQT..PAQAPQAAPATR 156
consensus *! *!*! * !**! ! !**!*!!!!!!!!!*!* **********!!!* !!!!!! !**!!! **! * ! *!*!

logo P I
LPGTASGALPAPKQI

VLRSPATLPKSAVEPLVPQARELETPPVERVAAVPGTAGLVEATPLPGQEPEEPKPKEAGQAEPAKAPPATPAKSPLAEARLVAEKGLRLSGTLLMGP I
V

NTDB id 140098 TO73 RS02690 WP 003044366.1 PLPGTAGALPAPQVLRPTPKVEVPQARLEPPVEVAAPGGLVETPLPQEEPPKEAQAPAPPAPKSPLAALVAEKGLRLSGTLMGPI 254
NTDB id 1026 TT RS05140 WP 011173435.1 PIPGTSGALPAPKILSPALSAPLPQARETPP.RVAVPTALVEAPLPGPEEK...GAEKAPTPASPLERLVAEKGLRLSGTLLGPV 237
consensus !*!!! !!!!!! *! ! * **!!!! !!* !! ! *!!! !!! *!***** !* *! ! !!! !!!!!!!!!!!!!*!!*

logo SVAI LESKEGYLVLVPAGSP IPGSTEAVVKRQRI
VEEGDGRS IVTVLALKEETLENI

L
P
SLEVQAGGEGQR

NTDB id 140098 TO73 RS02690 WP 003044366.1 SVAILESKEGYLVLPAGSPIPGSEAVVKRIEGDRIVLALKEETLEIPLEQAGGER 309
NTDB id 1026 TT RS05140 WP 011173435.1 SVAILESKEGYLVVPAGSPIPGTEAVVRQVEEGSVTLALKEETLNLSLVQAGGGQ 292
consensus !!!!!!!!!!!!!*!!!!!!!!*!!!!* *! * !!!!!!!! **! !!!!
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