
logo MQQLKQTKRVGIYVRVSTE I
MQSTEGYS IDGQINQIKREYCDFHNHNFEVVKVDI

VYADRGI SGKSMNRPELQR I
LLKDAKNEGQYIDCSVMVYKTN

NTDB id 55989 IDSSA RS00310 WP 001186596.1 MQQLKQKRVGIYVRVSTEIQSTEGYSIDGQINQIREYCDFNNFVVVDVYADRGISGKSMNRPELQRLLKDANEGQIDSVMVYKTN 85
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVMVYKTN 85
consensus !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!**! ! !*!!!!!!!!!!!!!!!!!!*!!!! !! !!*!!!!!!!

logo RLARNTSDLLKIVEDLHKRQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPDN
NTDB id 55989 IDSSA RS00310 WP 001186596.1 RLARNTSDLLKIVEDLHRQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPD 170
NTDB id 11 SA RS00430 WP 001186602.1 RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN 170
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS IGSS IVTYI LASNPFYI
VGKIQFAKYKDWNSEKRRKGLNDK

NTDB id 55989 IDSSA RS00310 WP 001186596.1 SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSIGSVTYILSNPFYVGKIQFAKYKDWNEKRRKGLNDK 255
NTDB id 11 SA RS00430 WP 001186602.1 SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!! !!!!*!!!!!!!!!!! !!!!!!!!!!

logo P I
V IAEGKHSP I I INQDLWDKVQLMRKKQVSQKPQVHGKGTNLLTGI IVHCPQCGAPMAASNTTNTLKDGTKKR IRYYSCSNFRNKGSK

NTDB id 55989 IDSSA RS00310 WP 001186596.1 PIIAEGKHSPIIIQDLWDKVQLRKKQVSQKPQVHGKGTNLLTGIVHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 340
NTDB id 11 SA RS00430 WP 001186602.1 PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 340
consensus !*!!!!!!!!!! !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VCSANSVRADVI EDKYVMDKQI LE IVKSDKVINQQRVLVETHRVNQENKQVDGIAGALHNHDIAYKQQQYDEVQSGIKLHNNL IVKTI EDNPDLTSAVI
L
K
R
A
P

NTDB id 55989 IDSSA RS00310 WP 001186596.1 VCSANSVRADVIEKYVMDQILEIVKSDKVINQVLERVNQENKVDIGALNHDIAYKQQQYDEVSGKLHNLVKTIEDNPDLTSALKA 425
NTDB id 11 SA RS00430 WP 001186602.1 VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYDEVQIKLNNLIKTIEDNPDLTSVIRP 425
consensus !!!!!!!!!!!!! !!! !!!!!!!!!!!!* !* *!!!!! !! *!!*!!!!!!!!!!!!! !!*!!*!!!!!!!!!!! ***

logo

S
TIHQKQYEKTQLNDITNQI

MNQLKNQQQNEQDEKLPLSFYDATKEQIASAKLLQHR I FHQDNI EKHS IMDEKASQRLKALYLSTVIDR IDIKRKDGNHKKQFYVTLKLNN
NTDB id 55989 IDSSA RS00310 WP 001186596.1 TIHQYETQLNDITNQMNQLKQQQNQEKLSYDTKQIAALLQRIFQNIESMDKAQLKALYLTVIDRIDIRKDGNHKKQFYVTLKLNN 510
NTDB id 11 SA RS00430 WP 001186602.1 SIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLKALYLSVIDRIDIKKDGNHKKQFYVTLKLNN 510
consensus *!* !! !!!!!!!!*!!!!*!!! *!* *! ! ! !!!*!!* ! ***! !!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!

logo E I IKQLFNNKTPQLDEVHLLSTSSLFLPQTLFYLQTI
NTDB id 55989 IDSSA RS00310 WP 001186596.1 EIIKQLFNNTPLDEVLLSTSSLFLPQTLFLQI 542
NTDB id 11 SA RS00430 WP 001186602.1 EIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!!!!!! *!!!!*!!!!!!!!!!!!*! !
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