
logo MQQLKTKRVGIYVRVSTEMQSTEGYS IDGQINQIKEYCDFHHRFEVKDIYADRGI SGKSMNRPELQR I
MLKDAKEGNYIDCVM

NTDB id 1055888 ACFDA5 RS00215 WP 381411615.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHRFEVKDIYADRGISGKSMNRPELQRMLKDAKEGNIDCVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!!

logo VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 1055888 ACFDA5 RS00215 WP 381411615.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPLGYDKIPNSKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS I SS ITYI LANPFYIGKIQFAK
NTDB id 1055888 ACFDA5 RS00215 WP 381411615.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YKDWSEKRRKGLNDKPVIAEGKHSP I INQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGI IHCPQCGAPMAASNTTNTLKD
NTDB id 1055888 ACFDA5 RS00215 WP 381411615.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDYVMKRQI LE I
VVKSDKVIQRVVATHRVNQENKQVDGAVASLHHDIATYKQQQYD

NTDB id 1055888 ACFDA5 RS00215 WP 381411615.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMRQILEVVKSDKVIQRVVARVNQENKVDGVSLHHDITYKQQQYD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!! *!!!!! !!! !!!!! !!!!!!!

logo EVQIKLNNL IKTI EDNPDLTSVIRPS IQKYEKQLNDITNSQINQLKNQQNEDKPLSFYDNAKEQIGSKI
LLQRHI

VFHDNI EKHQI
M
E
KKSQRLK

NTDB id 1055888 ACFDA5 RS00215 WP 381411615.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITSQINQLKNQQNEDKPSYNAKQIGKILRHVFHNIEQMKKSQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!! * !! ! !*! !*!! ! ** !! !!

logo ALYLASVIDR IDIKRKDGSNHKKQFYVTLKLDNNE I
V IKQLVFNDNI

K
P
QLDEVHLLSTSSLFLPQPTFLYLTI

NTDB id 1055888 ACFDA5 RS00215 WP 381411615.1 ALYLAVIDRIDIRKDSNHKKQFYVTLKLDNEVIKQVFNDIPLDEVLLSTSSLFLPQPFYLTI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!! !!!!!!!*!! !!!!!!!!!!!! !!*!!!*!! *!!!!*!!!!!!!!!!* !!!!
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