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TESTGFKRYS I LASGSSTGNCSFYLETPKQKRI

LL IDAGLSTGKKI STQSLLMAE IDRKPVDEDLVDAI L IVTHEHKSDHIHKGVGVLMARKYGHLDVYANAE
NTDB id 83057 H7680 RS02860 WP 003057211.1 MIESGFKYSILASGSTGNCFYLETPKKRLLIDAGLTGKKITSLLAEIDRKPEDLDAILITHEHSDHIKGVGVMARKYHLDVYANE 85
NTDB id 383 SMU RS06875 WP 002262928.1 MTETGFRYSILASGSSGNSFYLETPQKRILIDAGLSGKKISQLMAEIDRKVDDVDAILVTHEHKDHIHGVGVLARKYGLDVYANA 85
consensus ! !*!!*!!!!!!!!*!!*!!!!!! !!*!!!!!!*!!!!* !*!!!!!!**!*!!!!*!!!! !!!*!!!!*!!!!*!!!!!!

logo

A
KTWQAFMDERGNMI

LGKI
LDAVSQKHI FDQLRDGKMTI

LTFGDI
VDI ESFGVSHDAAVDQPQFYR I

LMKDGNKSFVI
MLTDTGYVSDRMATDGI

L I ENADGYL I
NTDB id 83057 H7680 RS02860 WP 003057211.1 KTWQFMDERNMLGKLDASQKHIFQRDKMLTFGDVDIESFGVSHDAVDPQFYRIMKDNKSFVMLTDTGYVSDRMTGIIENADGYLI 170
NTDB id 383 SMU RS06875 WP 002262928.1 ATWQAMD..GMIGKIDVSQKHIFDLGKTITFGDIDIESFGVSHDAAQPQFYRLMKDGKSFVILTDTGYVSDRMADLIENADGYLI 168
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NTDB id 83057 H7680 RS02860 WP 003057211.1 ESNHDIEILRSGSYPWSLKQRILSDMGHLSNEDGAGAMIRSLGHKTKKIYLGHLSKENNIKELAHMTMVNQLAMADLAVGTDFTV 255
NTDB id 383 SMU RS06875 WP 002262928.1 ESNHDIEILRSGIYPWSLKQRILSDKGHLSNDDGAETMVRTLGNKTKKIYLGHLSKENNVKELAHMTMKNALMQADLAVDHDFKI 253
consensus !!!!!!!!!!!! !!!!!!!!!!!! !!!!!*!!! !*!*!!*!!!!!!!!!!!!!!!*!!!!!!!! ! ! !!!!! *!! *
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NTDB id 83057 H7680 RS02860 WP 003057211.1 HDTSPDTACPLTDI 269
NTDB id 383 SMU RS06875 WP 002262928.1 YDTSPDTALPLAKI 267
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