
logo MQQLKTKRVGIYVRVSTEMQSTEGYS IDGQINQIKEYCDFHHFEVKDIYADRGI SGKSMNRPELQR I
MLKDAKEGNYIDCVMI

VYKTN
NTDB id 266335 RK78 RS03215 WP 001186604.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRMLKDAKEGNIDCVMIYKTN 85
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVMVYKTN 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!!*!!!!

logo RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPDN
NTDB id 266335 RK78 RS03215 WP 001186604.1 RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPD 170
NTDB id 11 SA RS00430 WP 001186602.1 RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS I SS ITYI LANPFYIGKIQFAKYKDWSEKRRKGLNDK
NTDB id 266335 RK78 RS03215 WP 001186604.1 SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK 255
NTDB id 11 SA RS00430 WP 001186602.1 SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PVIAEGKHSP I INQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGI IHCPQCGAPMAASNTTNTLKDGTKKR IRYYSCSNFRNKGSK
NTDB id 266335 RK78 RS03215 WP 001186604.1 PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 340
NTDB id 11 SA RS00430 WP 001186602.1 PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VCSANSVRADVI EDYVMKQI LE IVKSDKVIQRVVATHRVNQENKQVDGAALHHDIAYKQQQYDEVQI
TKLNNL IKTI EDNPDLTSVIRP

NTDB id 266335 RK78 RS03215 WP 001186604.1 VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVARVNQENKVDGAALHHDIAYKQQQYDEVQTKLNNLIKTIEDNPDLTSVIRP 425
NTDB id 11 SA RS00430 WP 001186602.1 VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYDEVQIKLNNLIKTIEDNPDLTSVIRP 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo S IQKYEKQLNDITNQINQLKNQQNEDKPSLFDAKEQI SKLLQHI FHQDIKHI
MEKSRLKALYLSVIDR IDNIKRKDGNHKKQFYVTLKLNN

NTDB id 266335 RK78 RS03215 WP 001186604.1 SIQKYEKQLNDITNQINQLKNQQNEDKSLFDAKQISKLLQHIFQDIKHMEKSRLKALYLSVIDRINIRKDGNHKKQFYVTLKLNN 510
NTDB id 11 SA RS00430 WP 001186602.1 SIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLKALYLSVIDRIDIKKDGNHKKQFYVTLKLNN 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!!!!!!*!!!!*!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!

logo E I IKQLFNNKQLDEVHLSTSSLFLPQTLYLTI
NTDB id 266335 RK78 RS03215 WP 001186604.1 EIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
NTDB id 11 SA RS00430 WP 001186602.1 EIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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