
logo MQQLKQTKRVGIYVRVSTE I
MQSTEGYS IDGQINQIKREYCDFHNHNFEVVKVDI

VYADRGI SGKSMNRPELQR I
LLKDAKNEGHYIDCVM

NTDB id 1057337 ACFIOK RS13515 WP 103449988.1 MQQLKQKRVGIYVRVSTEIQSTEGYSIDGQINQIREYCDFNNFVVVDVYADRGISGKSMNRPELQRLLKDANEGHIDCVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!**! ! !*!!!!!!!!!!!!!!!!!!*!!!! !!*!!!!!

logo VYKTNRLARNTSDLLKIVEDLHKRQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 1057337 ACFIOK RS13515 WP 103449988.1 VYKTNRLARNTSDLLKIVEDLHRQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPLGYDKIPDNSKHELMINQHEANIVKYI FESYAKGHGYRKI
MANATLNHKGYVTKKGKNPFS ITSAS IATYI LASNPFYIGKIQFAK

NTDB id 1057337 ACFIOK RS13515 WP 103449988.1 LPLGYDKIPDSKHELMINQHEANIVKYIFESYAKGHGYRKMANTLNHKGYVTKKGNPFSTSAIAYILSNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!! !!! ! ! !!! !!!!!!!!!!!!

logo YKDWNSEKRRKGLNDKNPVI
VADEGKHSP I INSQDELWDKVHQMSRKMKQVSEQKPQVHGKGTNLLTGI IHRCPQCGAPMAASNTTNTLKD

NTDB id 1057337 ACFIOK RS13515 WP 103449988.1 YKDWNEKRRKGLNDNPVVADGKHSPIISQELWDKVHSRMKQVSEKPQVHGKGTNLLTGIIRCPQCGAPMAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! !!!!!!!!! !!*!*!!!!!!! !*!!!!!* ! !!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADEVI EDKYVMDKQI LE IVKSDKVI
L
K
Q
Q
RVVETHRVNQDENSQI

VDGMAALHNHDIAYKQQQFYD
NTDB id 1057337 ACFIOK RS13515 WP 103449988.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRAEVIEKYVMDQILEIVKSDKVLKQVVERVNQDSQIDMAALNHDIAYKQQQFD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!! !!!!!!!!!!!* !! *!!!* !*! !!!*!!!!!!!!!*!

logo E I
V
N
Q
I
TKLKNNL IKQTI EDNPDLTSAVI

L
Q
RPSTIHQKQYEKTQLNDITNQI

MNQLKHNQQNEQDEKPLSFYDATKEQIASAKLLQHR I FHQDNI EKHS IMDEKSQRLK
NTDB id 1057337 ACFIOK RS13515 WP 103449988.1 EINTKLKNLIQTIEDNPDLTSALQPTIHQYETQLNDITNQMNQLKHQQNQEKPSYDTKQIAALLQRIFQNIESMDKSQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!! !!!!!!!!!! * !*!* !! !!!!!!!!*!!!!*!!! *!! *! ! ! !!!*!!* ! ***!! !!

logo ALYLSTVIDR IDIKRKDEGNHKKQFYVTLKLNNE I IKQLFNDNKTPQLDEVHLLSTSSLFLPQTLYFLQTI
NTDB id 1057337 ACFIOK RS13515 WP 103449988.1 ALYLTVIDRIDIRKDENHKKQFYVTLKLNNEIIKQLFNDTPLDEVLLSTSSLFLPQTLYFQI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!! !!!!!!!!!!!!!!!!!!!!!! *!!!!*!!!!!!!!!!!!! !



X non conserved
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X ≥ 50% conserved


