
logo MNQEQLMKKTKRI
VGGIY I

VRVSTEKMQSTVEMGYS IDEGQINTQI EKEQYCDQFHNGHFYELVKVDIYADRGI SGKSMNRPELQR I
MLKNDAKENGKYI

LDCVM
NTDB id 303995 DV527 RS00240 WP 145437295.1 MNEMKKKRIGGYIRVSTEKQ.VMGYSIEGQITQIEQYCQFNGYELVDIYADRGISGKSMNRPELQRMLNDAKNGKLDCVM 79
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !* *! !!*! !*!!!!! !* !!!!*!!! !! !! !***!* !!!!!!!!!!!!!!!!!!!!*! !!! ! *!!!!

logo VYKTNRLARNTSDLLKTIVEDELHKRQNVEFFSLSERMEVKNNTSSTGKLMLQI LASFSEFERNNTI LVENI
V
F
Y
M
TGQHTQRRALQEGYYQGN

NTDB id 303995 DV527 RS00240 WP 145437295.1 VYKTNRLARNTSDLLTIVEELHRQNVEFFSLSERMEVKNSTGKLMLQILASFSEFERNTILENIYTGQHQRALEGYYQGN 159
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!! !!!*!!*!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!! !*!!** !!* !! !!!!!!!

logo LPLGYDNKNIPDNNSKHKELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKNPFS I SAS IVTYI LASNPFYIGKIQFAK
NTDB id 303995 DV527 RS00240 WP 145437295.1 LPLGYNNIPDNKKELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGNPFSISAVTYILSNPFYIGKIQFAK 239
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!! !! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! *!!!! !!!!!!!!!!!!

logo YKDWNSDEKRRKGLNDKNPVIAEGKHSTP I INSQDLWDKVQAMRKKQVSKQKPQVHGKGTNLLTGI I FHCEPKQCGAAPMYAASNTTNTLKD
NTDB id 303995 DV527 RS00240 WP 145437295.1 YKDWNDKRRKGLNDNPVIAEGKHTPIISQDLWDKVQARKKQVSKKPQVHGKGTNLLTGIIFCEKCGAAYAASNTTNTLKD 319
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! *!!!!!!!! !!!!!!!!*!!! !!!!!!!! !!!!!! !!!!!!!!!!!!!!!!*!* !!!* !!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKNVCSANSVRADVI EDKYVMDKQI LE IVKSDKVIKQQRVVETHRVNQENQVDGVAALHNHDIAYKQQQFYD
NTDB id 303995 DV527 RS00240 WP 145437295.1 GTKKRIRYYSCSNFRNKGSNVCSANSVRADVIEKYVMDQILEIVKSDKVIKQVVERVNQENQVDVAALNHDIAYKQQQFD 399
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!! !!!!!!!!!!!! !! *!!!!!!!! !!!*!!!!!!!!!*!

logo E I
V
N
Q
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L
K
RPSTIHQKQYEKTQLNDIATNQINQLKNQQQNEQDEKPLSFYDATKEQIASAKLLQHQI FHQDNI

V
E
K
H
S
I
MEKSQRLK

NTDB id 303995 DV527 RS00240 WP 145437295.1 EINTKLKNLVQTIEDNPDLTSALKPTIHQYETQLNDIANQINQLKQQQNQEKPSYDTKQIAALLQQIFQNVESMEKSQLK 479
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!* !!!!!!!!!! **!*!* !! !!!!! !!!!!!!*!!! *!! *! ! ! !!!*!!* * **!!! !!

logo ALYLSTVIDR IDIKRKDGNSHKKQFYVTLKLNNE I IKQLFNDNKTPQLDEVHLLSTSSLFLPQTLFYLQTI
NTDB id 303995 DV527 RS00240 WP 145437295.1 ALYLTVIDRIDIRKDGSHKKQFYVTLKLNNEIIKQLFNDTPLDEVLLSTSSLFLPQTLFLQI 541
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!! *!!!!*!!!!!!!!!!!!*! !
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