
logo MQQLKQTKRVGIYVRVSTEMQSTEGYS IDGQINQIKREYCDNFHNHNFAEVKVDI
VYADRGI SGKSMNRPELQR I

LLKDAKNEGQYIDCVM
NTDB id 46580 SARLGA251 RS00190 WP 001186597.1 MQQLKQKRVGIYVRVSTEMQSTEGYSIDGQINQIREYCNFNNFAVVDVYADRGISGKSMNRPELQRLLKDANEGQIDCVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !**! ! !*!!!!!!!!!!!!!!!!!!*!!!! !! !!!!!

logo VYKTNRLARNTSDLLKIVEDLHKRQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 46580 SARLGA251 RS00190 WP 001186597.1 VYKTNRLARNTSDLLKIVEDLHRQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPLGYDKIPDNSKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYI
VTKKGKPFS I SS ITYI LASNPFYIGKIQFAK

NTDB id 46580 SARLGA251 RS00190 WP 001186597.1 LPLGYDKIPDSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYITKKGKPFSISSITYILSNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo YKDWNSEKRRKGLNDKP I
V IADEGKHSP I INSQDLWDKVQAMRKKQQVSQKPQVHGKGTNLLTGI IVHCPQCGAPMAASNTTNTLKD

NTDB id 46580 SARLGA251 RS00190 WP 001186597.1 YKDWNEKRRKGLNDKPIIADGKHSPIISQDLWDKVQARKQQVSQKPQVHGKGTNLLTGIVHCPQCGAPMAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! !!!!!!!!!!!*!!*!!!!!!! !!!!!!!! !! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANS IVRADVI EDKYVMDKQI LRE IVKSDKTVIQQRVVETHRVNQENQVDGVAALHNHDIAYKQQQFYD
NTDB id 46580 SARLGA251 RS00190 WP 001186597.1 GTKKRIRYYSCSNFRNKGSKVCSANSIRADVIEKYVMDQIREIVKSDTVIQQVVERVNQENQVDVAALNHDIAYKQQQFD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!! !! !!!!!! !!! !! *!!!!!!!! !!!*!!!!!!!!!*!

logo EVNQAIKI
L
K
NNL IVKQTIDEDNPDLTSAVIKRPSTIHQKQYEAKQLNDITNQI

MNQLKHNQQNEQDEKPLSFYDASKEQIASKVLLQHR I FHQDNIKTHS IMDEKSTQRLK
NTDB id 46580 SARLGA251 RS00190 WP 001186597.1 EVNAKIKNLVQTIDDNPDLTSAIKPTIHQYEAQLNDITNQMNQLKHQQNQEKPSYDSKQIAVLLQRIFQNITSMDKTQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !!* !* !!* !!*!!!!!!! !*!*!* !! !!!!!!!!*!!!!*!!! *!! *! ! ! !!!*!!* ! ***!* !!

logo ALYLSTVIDR IDIKRKDGDNHKKQFYVTLKLNNE I IKQLFNNKTAQLDEVHLLSTSSLFLPQTLYFLQTI
NTDB id 46580 SARLGA251 RS00190 WP 001186597.1 ALYLTVIDRIDIRKDGDHKKQFYVTLKLNNEIIKQLFNNTALDEVLLSTSSLFLPQTLYFQI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!!!!!! !
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