
logo MQQLKTKRVGIYVRVSTEMQSTEGYS IDGQINQIKEYCDFHHFEVKDIYADRGI SGKSMNRPELQR I
MLKDAKEGNYIDCVM

NTDB id 111100 ACKTT6 RS07725 WP 176430038.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRMLKDAKEGNIDCVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!!

logo VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 111100 ACKTT6 RS07725 WP 176430038.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPLGYDKIPNSKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS I SS ITYI LANPFYIGKIQFAK
NTDB id 111100 ACKTT6 RS07725 WP 176430038.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YKDWSEKRRKGLNDKPVIAEGKHSP I INQDLWDKAVQMRKKQVSQKPQVHGKGTNLLTGI IHCPQCGAPMAASNTTNTLKD
NTDB id 111100 ACKTT6 RS07725 WP 176430038.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKAQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDYVMKQI LE IVKSDKVIQRVVATHRVNQENKQVDGAALHHDIAYKQQQYD
NTDB id 111100 ACKTT6 RS07725 WP 176430038.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVARVNQENKVDGAALHHDIAYKQQQYD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!! !!!!!!!!!!!!!!!!!!

logo EVQI
TKLNNL IKTI EDNPDLTSVIRPS IQKYEKQLNDITNQINQLKNQQNEDKPSLFDAKEQI SKLLQHI FHQDIKHI

MEKSRLK
NTDB id 111100 ACKTT6 RS07725 WP 176430038.1 EVQTKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKSLFDAKQISKLLQHIFQDIKHMEKSRLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!!!!!!*!!!!*!!!!!!

logo ALYLSVIDR IDNIKRKDDGNHKKQFYVTLKLNNE I IKQLFNNKQLDEVHLSTSSLFLPQTLYLTI
NTDB id 111100 ACKTT6 RS07725 WP 176430038.1 ALYLSVIDRINIRKDDNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!!!!!!! !*!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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