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NTDB id 1147621 CKV88 RS00205 WP 002464575.1 .MQYKQKRVGIYVRVSTEMQSNEGYSIEGQISQIKEYCHFNNFVVADVYADRGISGKSMNRPELQRMLKDAKDGNLDCIM 79
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus * ! ! !!!!!!!!!!!!!!! !!!!!*!!! !!!!!!*!**! ! !*!!!!!!!!!!!!!!!!!!*!!!!!*! *!!*!

logo VYKTNRLARNTSDLLKIVEDLHKRLQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 1147621 CKV88 RS00205 WP 002464575.1 VYKTNRLARNTSDLLKIVEDLHRLNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 159
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPLGYDKI
VPDNSKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS INSAS ITYI LATNPFYIGKIQRFAK

NTDB id 1147621 CKV88 RS00205 WP 002464575.1 LPLGYDKVPDSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSINAITYILTNPFYIGKIRFAK 239
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!*! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!! !!!

logo YKDWNSEKRRKGLNDKP I
V IAEGKHSAP I INSHQDELWDEKVQMYRKKQVSKQKPQVHGKGTNLLTGI IHRCPQCGAPMAASNTTNTLKD

NTDB id 1147621 CKV88 RS00205 WP 002464575.1 YKDWNEKRRKGLNDKPIIAEGKHSAIISHELWEKVQYRKKQVSKKPQVHGKGTNLLTGIIRCPQCGAPMAASNTTNTLKD 319
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! !!!!!!!!!!!*!!!!!!!*!! **!!*!!! !!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDYVMKQKQI
LLE IVKQKSDKI

V IKQQRVVETHR I
VNQETNPQVDGKAALHNHDIAYKQQQFYD

NTDB id 1147621 CKV88 RS00205 WP 002464575.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMQKLLEIVQKDKIIKQVVERINQTPQVDKAALNHDIAYKQQQFD 399
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!! !!*! !! **!! *!!! !!!*!!!!!!!!!*!
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NTDB id 1147621 CKV88 RS00205 WP 002464575.1 EIRTKQTNLIKAIEDNPDITSILEETINQYEGQLKTITEQMNQLKHEQTKEISTFDTNKIASILQHIFKNIGTMEKSQLK 479
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !* ! !!!! !!!!!!*!!** **!* !! !! !! !*!!!!* ! * * !! ! *!!!!!* ! **!!! !!

logo

A
RLYLSTVIDHR IDIKRKDSGNNQHSKKQFYVTLKLNNDE I IKNQLFNNKQPQI

L
D
GEVHLLCSTSPS ILFLPSNQTLYFLQTFI

NTDB id 1147621 CKV88 RS00205 WP 002464575.1 RLYLTVIDHIDIRKSNQSKKQFYVTLKLNNDIINQLFNNQPIGEVLLCTSPIFLSNTLYFQF 541
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!*!!!*!!!*! **!!!!!!!!!!!!*!! !!!!! ** !!*!*!!**!!**!!!
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