
logo MQQLKQTKRVGIYVRVSTEMQSTEGYS IDGQINQIKREYCDFHNHNFAEVKVDI
VYADRGI SGKSMNRPELQR I

LLKDAKNEGQYIDCSVM
NTDB id 1027705 AB3456 RS00180 WP 358246520.1 MQQLKQKRVGIYVRVSTEMQSTEGYSIDGQINQIREYCDFNNFAVVDVYADRGISGKSMNRPELQRLLKDANEGQIDSVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!**! ! !*!!!!!!!!!!!!!!!!!!*!!!! !! !!*!!

logo VYKTNRLARNTSDLLKIVEDLHKRQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 1027705 AB3456 RS00180 WP 358246520.1 VYKTNRLARNTSDLLKIVEDLHRQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPLGYDGKIPDNNSKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGNKPFS IGSS IVTYI LASNPFYIGKIQFAK
NTDB id 1027705 AB3456 RS00180 WP 358246520.1 LPLGYGKIPDNKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKNKPFSIGSVTYILSNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !*!!!! !!!!!!!!!!!!

logo YKDWNSEKRRKGLNDKNPVIAENGKHSP I INSQDELWDKVQAMRKKQVSKQKPQVHGKGTNI
LLTGI

L IHSCPKQCGSAPSMASASNTTTNTLKD
NTDB id 1027705 AB3456 RS00180 WP 358246520.1 YKDWNEKRRKGLNDNPVIANGKHSPIISQELWDKVQARKKQVSKKPQVHGKGTNILTGLISCPKCSASMSASTTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! !!!!!!!!! !!!! !!!!!!! !*!!!!!! !!!!!! !!!!!!!!!!*!!!*!*!! ! !*! !! !!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDKYVMDKQI LE IVKSDKVINQQRVVETHRVNKQEGKNQVDGIAALHNHDIAYKQQQFYD
NTDB id 1027705 AB3456 RS00180 WP 358246520.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEKYVMDQILEIVKSDKVINQVVERVNKGKQVDIAALNHDIAYKQQQFD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!* !! *!! !!! !!!*!!!!!!!!!*!
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NTDB id 1027705 AB3456 RS00180 WP 358246520.1 KVHAKLDNLVKTVEDNPDLTSALKETIHQYEKQMTDISKQINLLKQKQNEDKPSYDTKQLSVLLRRIFQNIESMDKTQIK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !* !! !!*!!*!!!!!!!! ****!* !!!!* !!* !!! !!* !!!!!! *! ! *! !! *!!* ! ***!* *!

logo ALFYLSTI
V IDHR IDIKRKDGSNHKKQFYVTLKLNNDE I IKQLFNNKSPQLDEVHLLSTSSLFLPQTFLYFLQTI

NTDB id 1027705 AB3456 RS00180 WP 358246520.1 ALFLTIIDHIDIRKDSNHKKQFYVTLKLNNDIIKQLFNNSPLDEVLLSTSSLFLPQTFYFQI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!*!**!!*!!!*!! !!!!!!!!!!!!!!*!!!!!!!! *!!!!*!!!!!!!!!!! ! !
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