
logo MWELVKQAGGWI
MMLP I I LCSS IAALTAGI IVAVERLWTLRKPSRVATPPEHLLGQVWKQWIKDGKQLSANQKLKDELRADNSPLGE I LA

NTDB id 1145253 PHAGEPCYII10 RS10310 WP 003091163.1 MWELVQAGGWMMLPIILSSIAATAIVAERLWTLRKSRVAPPELLGQVWKQIKGKQLSAQKLKDLRANSPLGEILA 75
NTDB id 1200 PSJM300 12655 AFN78593.1 MWELVKAGGWIMLPIILCSIAALGIIVERLWTLRPSRVTPPHLLGQVWKWIKDKQLSNQKLKELRADSPLGEILA 75
consensus !!!!! !!!!*!!!!!!*!!!! *!* !!!!!!!*!!! !!*!!!!!!! !! !!!! !!!!*!!! !!!!!!!!

logo AGLANSKHRGRE IMKEC I EEAAASGRVI
VHDELERYLNALGTIAAGI

MAPLLGLLGTVFLGMIEQI FGSAFMDGNSGMANASPLMLAAGG
NTDB id 1145253 PHAGEPCYII10 RS10310 WP 003091163.1 AGLANSKHGREIMKECIEEAASGVIHELERYLNALGTIAAMAPLLGLLGTVFGMIQIFGAFMDNGMANSPMLAAG 150
NTDB id 1200 PSJM300 12655 AFN78593.1 AGLANSKRGREIMKECIEEAAARVVHDLERYLNALGTIAGIAPLLGLLGTVLGMIEIFSAFMGSGMANAPLLAGG 150
consensus !!!!!!!*!!!!!!!!!!!!! !*!*!!!!!!!!!!!!**!!!!!!!!!! !!! !! !!! !!!! !*!!*!

logo I SKAL ITTAAGLLMVAGIPALVFFHRFYLLRRVDELVI
V
A
GMEQEAIKLVEVVQGDRDEVDLYGVEEGGKAKA

NTDB id 1145253 PHAGEPCYII10 RS10310 WP 003091163.1 ISKALITTAAGLLVAIPAVFFHRYLLRRVDELVIAMEQEAIKLVEVVQGDREVDYVEEGKA 211
NTDB id 1200 PSJM300 12655 AFN78593.1 ISKALITTAAGLMVGIPALFFHRFLLRRVDELVVGMEQEAIKLVEVVQGDRDVDLGEGKA. 210
consensus !!!!!!!!!!!!*!*!!!*!!!!*!!!!!!!!!**!!!!!!!!!!!!!!!!*!! ! *
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