
logo MQQLKQTKRVGIYVRVSTEMQSATEGYS IDGQINQIKEYCDNFHHFEVKDIYADRGI SGKSMNRPAELQR I
MLHKDAKNEKGHYIDCVM

NTDB id 180585 A7E59 RS00195 WP 046099760.1 MQQLKQKRVGIYVRVSTEMQSAEGYSIDGQINQIKEYCNFHHFEVKDIYADRGISGKSMNRPALQRMLHDANKGHIDCVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!*!*!! !*!!!!!

logo VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFE I
RNNTI LVENI

V
F
Y
M
TGQHTQRRALQEGYYQGN

NTDB id 180585 A7E59 RS00195 WP 046099760.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFEINTILENIYTGQHQRALEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !*!!** !!* !! !!!!!!!

logo LPLGYDNKNIPDNNSKHKDELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKNPFS I SAS IVTYI LASNPFYIGKIQFAK
NTDB id 180585 A7E59 RS00195 WP 046099760.1 LPLGYNNIPDNKKDLMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGNPFSISAVTYILSNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!! !! !**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! *!!!! !!!!!!!!!!!!

logo YKDWNSDEKRRKGLNDKPVIAEGKHSTP I INSQDSLWDKVQAMRKKQVSEQKPQVHGKGTNI
LLTGI

L IHSCPQCGSAPSMASASNTTTVNTLKD
NTDB id 180585 A7E59 RS00195 WP 046099760.1 YKDWNDKRRKGLNDKPVIAEGKHTPIISQSLWDKVQARKKQVSEKPQVHGKGTNILTGLISCPQCSASMSASTTVNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! *!!!!!!!!!!!!!!!!!*!!! ! !!!!!! !!!!!! !!!!!!!!!!*!!!*!*!!!! !*! !! ! !!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDKYVMDKQI LE IVKSDKVIKQQRVVETHRVNQEHNQI
VDGTASALHNHDIAYKQQQYD

NTDB id 180585 A7E59 RS00195 WP 046099760.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEKYVMDQILEIVKSDKVIKQVVERVNQEHQIDTSALNHDIAYKQQQYD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!! !! *!!!!*!*! !!*!!!!!!!!!!!

logo EVQIKLDNNL IKTI
LEDNPDLTSVI
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NTDB id 180585 A7E59 RS00195 WP 046099760.1 EVQIKLDNLIKTLEDNPDLTSVLKNTIHQYEKQLNDITNQINQLKQQQSAPKTIYDANEIATILRHIFKNIETMDKAQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !!!!!! !!!!!*!!!!!!!!!****!* !!!!!!!!!!!!!!!!*!! *!***!! !! *! !!!* ! ***! !!

logo ALYLSTVIDHR IDIKRKDEGHNHKKQFYVTLKLNHNE I IKQLFHNNI
K
P
QLDEVHQLSTSSLFLLPSQTLYLPTI S

NTDB id 180585 A7E59 RS00195 WP 046099760.1 ALYLTVIDHIDIRKDEHHKKQFYVTLKLNHEIIKQLFHNIPLDEVQLSTSSLLLSQTLYLPIS 543
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI. 542
consensus !!!!*!!!*!!!*!! *!!!!!!!!!!!!*!!!!!!!*! *!!!!*!!!!!! !*!!!!!*!*



X non conserved
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X ≥ 50% conserved


