
logo MQQLKTKRVGIYVRVSTEKMQSTEGYS IDGQINQIKEYCDFHHFEVKDIYADRGI SGKSMNRPELQR I LKDAKEGYIDCVMVYKTN
NTDB id 37984 CA347 RS00285 WP 016528665.1 MQQLKTKRVGIYVRVSTKMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVMVYKTN 85
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVMVYKTN 85
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN
NTDB id 37984 CA347 RS00285 WP 016528665.1 RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN 170
NTDB id 11 SA RS00430 WP 001186602.1 RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKPFS I SS ITYI LANPFYIGKIQFAKYKDWSEKRRKGLNDK
NTDB id 37984 CA347 RS00285 WP 016528665.1 SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK 255
NTDB id 11 SA RS00430 WP 001186602.1 SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PVIAEGKHSP I INQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGI IHCPQCGAPMAASNTTNTLKDGTKKR IRYYSCSNFRNKGSK
NTDB id 37984 CA347 RS00285 WP 016528665.1 PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 340
NTDB id 11 SA RS00430 WP 001186602.1 PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VCSANSVRADVI EDYVMKQI LE IVKSDKVIQRVVTHVNQENQVDGAALHHDIV I
VAYKQQQYDEVQIKLNNL IKTI EDNPDLTSVIR

NTDB id 37984 CA347 RS00285 WP 016528665.1 VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHIVVAYKQQQYDEVQIKLNNLIKTIEDNPDLTSVIR 425
NTDB id 11 SA RS00430 WP 001186602.1 VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHD.IAYKQQQYDEVQIKLNNLIKTIEDNPDLTSVIR 424
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! **!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PS IQKYEKQLNDITNQINQLKNQQNEDKPLFDAKE I SKLLQHI FHDIKHI EKSRLKALYLSVIDR IDIKKDGNHKKQFYVTLKLN
NTDB id 37984 CA347 RS00285 WP 016528665.1 PSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLKALYLSVIDRIDIKKDGNHKKQFYVTLKLN 510
NTDB id 11 SA RS00430 WP 001186602.1 PSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLKALYLSVIDRIDIKKDGNHKKQFYVTLKLN 509
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NE I IKQLFNNKQLDEVHLSTSSLFLPQTLYLTI
NTDB id 37984 CA347 RS00285 WP 016528665.1 NEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 543
NTDB id 11 SA RS00430 WP 001186602.1 NEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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