
logo MDQKQLMKKTKLRVGGIY I
VRVSTEMRQQSTVEGYS IDEGQINTQI EKEQYCDQFHNHSFYELVKVDIYADRGI SGKSMNRPELQR I

MLKNDAKENGKYI
LDCVM

NTDB id 1058110 ACFMSI RS01490 WP 381543575.1 MDKMKKKLVGGYIRVSTER.QVEGYSIEGQITQIEQYCQFNSYELVDIYADRGISGKSMNRPELQRMLNDAKNGKLDCVM 79
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus ! *! ! !! !*!!!!! * !!!!!*!!! !! !! !***!* !!!!!!!!!!!!!!!!!!!!*! !!! ! *!!!!

logo VYKTNRLARNTSDLLKTIVEDELHKRQNVEFFSLSERMEVKNNTSSTGKLMLQI LASFSEFERNNTI LVENI
V
F
Y
M
TGQHTQRRALQEGYYQGN

NTDB id 1058110 ACFMSI RS01490 WP 381543575.1 VYKTNRLARNTSDLLTIVEELHRQNVEFFSLSERMEVKNSTGKLMLQILASFSEFERNTILENIYTGQHQRALEGYYQGN 159
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!! !!!*!!*!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!! !*!!** !!* !! !!!!!!!

logo LPLGYDNKNIPDNNSKHKELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKNPFS I SAS IVTYI LASNPFYIGKIQFAK
NTDB id 1058110 ACFMSI RS01490 WP 381543575.1 LPLGYNNIPDNKKELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGNPFSISAVTYILSNPFYIGKIQFAK 239
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!! !! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! *!!!! !!!!!!!!!!!!

logo YKDWNSDEKRRKGLNDKPVIAEGKHSP I IGNKQDLWDKVQAMRKKQVSKQKPQVHGKGTNLLTGI I FHCEPKQCGAAPMYAASNTTNTLKD
NTDB id 1058110 ACFMSI RS01490 WP 381543575.1 YKDWNDKRRKGLNDKPVIAEGKHSPIIGKDLWDKVQARKKQVSKKPQVHGKGTNLLTGIIFCEKCGAAYAASNTTNTLKD 319
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! *!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!! !!!!!!!!!!!!!!!!*!* !!!* !!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDKYVMDKQI LE I IVKSDKVI
L
K
Q
Q
RVVETHRVNQENQI

VDGIAALHNHDIAYKQQQFYD
NTDB id 1058110 ACFMSI RS01490 WP 381543575.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEKYVMDQILEIIKSDKVLKQVVERVNQENQIDIAALNHDIAYKQQQFD 399
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!*!!!!!* !! *!!!!!!*! !!!*!!!!!!!!!*!

logo E I
V
N
Q
I
TKLKNNL IKQTI EDNPDLTSAVI

L
K
RPSTIHQKQYEKTQLNDITNQI

MNQLKHNQQNEQDEKPLSFYDATKEQIASAKLLQHQI FHQDNI EKHS IMDEKASQRLK
NTDB id 1058110 ACFMSI RS01490 WP 381543575.1 EINTKLKNLIQTIEDNPDLTSALKPTIHQYETQLNDITNQMNQLKHQQNQEKPSYDTKQIAALLQQIFQNIESMDKAQLK 479
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!! !!!!!!!!!! **!*!* !! !!!!!!!!*!!!!*!!! *!! *! ! ! !!!*!!* ! ***! !!

logo ALYLSTVIDR IDIKRKDGNHKKQFYVTLKLNNE I IKQLFNNKTPQLDEVHLLSTSSLFLPQTLFYLQTI
NTDB id 1058110 ACFMSI RS01490 WP 381543575.1 ALYLTVIDRIDIRKDGNHKKQFYVTLKLNNEIIKQLFNNTPLDEVLLSTSSLFLPQTLFLQI 541
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!*!!!!!!!!!!!!*! !
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