
logo MQQLKQTKRVGIYVRVSTEMQSATEGYS IDGQINQIKEYCDNFHHFEVKDIYADRGI SGKSMNRPAELQR I
MLHKDADKEKGHYIDCVM

NTDB id 1106127 ACM595 RS09495 WP 369077965.1 MQQLKQKRVGIYVRVSTEMQSAEGYSIDGQINQIKEYCNFHHFEVKDIYADRGISGKSMNRPALQRMLHDADKGHIDCVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!*!*!! !*!!!!!

logo VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNTI LVENI
V
F
Y
M
TGQHTQRRALQEGYYQGN

NTDB id 1106127 ACM595 RS09495 WP 369077965.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNTILENIYTGQHQRALEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!** !!* !! !!!!!!!

logo

I
LPLGYDSKNIPDNNSKHKDELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKNPFS I SAS IVTYI LASNPFYIGKIQFAK

NTDB id 1106127 ACM595 RS09495 WP 369077965.1 IPLGYSNIPDNKKDLMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGNPFSISAVTYILSNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus *!!!! !! !**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! *!!!! !!!!!!!!!!!!

logo YKDWNSDEKRRKGLNDKPVIAEGKHASP I IGNKQDLWDKVQAMRKKQVSKQKPQVHGKGTNLLTGI I FHCEPKQCGAAPMYAASNTTNTLKD
NTDB id 1106127 ACM595 RS09495 WP 369077965.1 YKDWNDKRRKGLNDKPVIAEGKHAPIIGKDLWDKVQARKKQVSKKPQVHGKGTNLLTGIIFCEKCGAAYAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! *!!!!!!!!!!!!!!!!! !!! !!!!!!! !!!!!! !!!!!!!!!!!!!!!!*!* !!!* !!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDKYVMDKQI LE I
VVKSDKVI

L
K
Q
Q
RVVETHRVNQENHQVDGVAALHNHDIAYKQQQFYD

NTDB id 1106127 ACM595 RS09495 WP 369077965.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEKYVMDQILEVVKSDKVLKQVVERVNQENHVDVAALNHDIAYKQQQFD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!*!!!!!!* !! *!!!!!*!! !!!*!!!!!!!!!*!

logo E I
V
N
Q
I
TKLKNNL IVKQTI EDNPDLTSAVIKRPSTIHQKQYEKTQLNDITNQINQLKHNQQNEQDEKPLSFYDATKEQI S IKI

LLQRHI FHQDNI EKHS IMDEKSQRLK
NTDB id 1106127 ACM595 RS09495 WP 369077965.1 EINTKLKNLVQTIEDNPDLTSAIKPTIHQYETQLNDITNQINQLKHQQNQEKPSYDTKQISIILRHIFQNIESMDKSQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!* !!!!!!!!!! !*!*!* !! !!!!!!!!!!!!!*!!! *!! *! ! !! *! !!!* ! ***!! !!

logo ALYLSTVIDR IDIKRKDGNHKKQFYVTLKLNNE I IKQLFNNKTPQLDEVHLLSTSSLFLPQTLFYLQTI
NTDB id 1106127 ACM595 RS09495 WP 369077965.1 ALYLTVIDRIDIRKDGNHKKQFYVTLKLNNEIIKQLFNNTPLDEVLLSTSSLFLPQTLFLQI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!*!!!!!!!!!!!!*! !
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