
logo MQQLKQTKRVGIYVRVSTEMQSATEGYS IDGQINQIKEYCDNFHHFEVKDIYADRGI SGKSMNRPAELQR I
MLHKDAKNEKGHYIDCVMVYKTN

NTDB id 24588 SSP RS00185 WP 011302038.1 MQQLKQKRVGIYVRVSTEMQSAEGYSIDGQINQIKEYCNFHHFEVKDIYADRGISGKSMNRPALQRMLHDANKGHIDCVMVYKTN 85
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVMVYKTN 85
consensus !!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!*!*!! !*!!!!!!!!!!

logo RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNTI LVENI
V
F
Y
M
TGQHTQRRALQEGYYQGNLPLGYDNKNIPDN

NTDB id 24588 SSP RS00185 WP 011302038.1 RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNTILENIYTGQHQRALEGYYQGNLPLGYNNIPD 170
NTDB id 11 SA RS00430 WP 001186602.1 RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!** !!* !! !!!!!!!!!!!! !!

logo

N
SKHKDELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKNPFS I SAS IVTYI LASNPFYIGKIQFAKYKDWNSDEKRRKGLNDK

NTDB id 24588 SSP RS00185 WP 011302038.1 NKKDLMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGNPFSISAVTYILSNPFYIGKIQFAKYKDWNDKRRKGLNDK 255
NTDB id 11 SA RS00430 WP 001186602.1 SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK 255
consensus !**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! *!!!! !!!!!!!!!!!!!!!! *!!!!!!!!!

logo PVIAEGKHASP I IGNKQDLWDKVQAMRKKQVSEQKPQVHGKGTNI
LLTGI

L IHSCPQCGSAPSMASASNTTTVNTLKDGTKKR IRYYSCSNFRNKGSK
NTDB id 24588 SSP RS00185 WP 011302038.1 PVIAEGKHAPIIGKDLWDKVQARKKQVSEKPQVHGKGTNILTGLISCPQCSASMSASTTVNTLKDGTKKRIRYYSCSNFRNKGSK 340
NTDB id 11 SA RS00430 WP 001186602.1 PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 340
consensus !!!!!!!! !!! !!!!!!! !!!!!! !!!!!!!!!!*!!!*!*!!!! !*! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!

logo VCSANSVRADVI EDKYVMDKQI LE IVKSDKVIKQQRVVETHRVNQEHNQI
VDGMAALHNHDIAYKQQQYDEVQIKLDNNL IKTI

LEDNPDLTSVI
L
K
R
N
P

NTDB id 24588 SSP RS00185 WP 011302038.1 VCSANSVRADVIEKYVMDQILEIVKSDKVIKQVVERVNQEHQIDMAALNHDIAYKQQQYDEVQIKLDNLIKTLEDNPDLTSVLKN 425
NTDB id 11 SA RS00430 WP 001186602.1 VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYDEVQIKLNNLIKTIEDNPDLTSVIRP 425
consensus !!!!!!!!!!!!! !!! !!!!!!!!!!!! !! *!!!!*!*! !!!*!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!***

logo

S
TIHQKQYEKQLNDITNTQINQLKNQQQNEQDEKPLSFYDATKEQIASAKLLQHQI FHQDNI

V
E
K
H
S
I
M
D
EKSVQRLKALYLSTVIDR IDIKRKDGNHKKQFYVTLKLNN

NTDB id 24588 SSP RS00185 WP 011302038.1 TIHQYEKQLNDITTQINQLKQQQNQEKPSYDTKQIAALLQQIFQNVESMDKVQLKALYLTVIDRIDIRKDGNHKKQFYVTLKLNN 510
NTDB id 11 SA RS00430 WP 001186602.1 SIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLKALYLSVIDRIDIKKDGNHKKQFYVTLKLNN 510
consensus *!* !!!!!!!!! !!!!!!*!!! *!! *! ! ! !!!*!!* * ***! !!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!

logo E I IKQLFNDNKTPQLDEVHLLSTSSLFLPQTLFYLQTI
NTDB id 24588 SSP RS00185 WP 011302038.1 EIIKQLFNDTPLDEVLLSTSSLFLPQTLFLQI 542
NTDB id 11 SA RS00430 WP 001186602.1 EIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!!!!! *!!!!*!!!!!!!!!!!!*! !



X non conserved

X similar

X ≥ 50% conserved


