
logo MDNYI
YKDEKGKI L ILLVDDENPE I

LLEKLMVLQEKI
SLKNI

N
A
EGFNVKNLVTYGTAVQSSKVAKEAGLMETQVFLGLEKKRASFPDLMAI

VLDI
VMLPDGESGFELVLKREF IRAKSTSDTIP

NTDB id 1126077 E4L76 RS06970 WP 133965581.1 MDYIKDKGILLVDDEPELLKLVLKILKNEGFVKVYTASSVAEGMTVFLEKAPDMAVLDVMLPDGEGFELLKFIRASSDIP 80
NTDB id 372 SMU RS05280 WP 002262198.1 MN.YKEKKILILDDNPEILEMVQESLNIAGFNNLTGVQSKKEALEQLGKRSFDLAILDIMLPDGSGFEVLREIRKTSTIP 79
consensus ! * !*! !!**!! !!*! *! ! !! * ! !** * *!*!*!!*!!!!! !!!*!* !! *! !!

logo VLFLSARVGSDNAI EDKQRFYQTGFEGLGADDYI IVKPFLRPKQELEVFLR I LNAS I LKRAYKPENEKADDPTFL ITLAPDTACQTVDNFLDSQRAEL I ITKRGEELEL ILPQLTAKE
NTDB id 1126077 E4L76 RS06970 WP 133965581.1 VLFLSARGNAEDRFTGFGLGADDYIIKPFLPQELVFRINAILKRAYKNEAPTFTLADATVDLDRAEIIRGEELLPLTAKE 160
NTDB id 372 SMU RS05280 WP 002262198.1 VLFLSAVSDIEKQYQGFELGADDYIVKPFRPKELELRILSILKRAYPEKDDTLILPTCQVNFSQALITKGELEIQLTAKE 159
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NTDB id 1126077 E4L76 RS06970 WP 133965581.1 HAILQKLYENAGKIVTIGALCDFVWEGDSYGYEKPLMAHIGRIREKIEADPSHPKSLTTVKGLGYKLLVNK 231
NTDB id 372 SMU RS05280 WP 002262198.1 YSILKVLYNNQNRIVTFDQLLEKVWGLQYQGYENTMMAHIRKIRQKIEANPSKPECLLTVKGLGYKLKVS. 229
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