
logo MQQLKQTKRVGIYVRVSTE I
MQSTEGYS IDGQINQIKREYCDFHNHNFEGVKVDI

VYADRGI SGKSMNRPELQR I
LLKDAKNEGHYIDCSVM

NTDB id 1148893 DG022 RS00080 WP 078073179.1 MQQLKQKRVGIYVRVSTEIQSTEGYSIDGQINQIREYCDFNNFGVVDVYADRGISGKSMNRPELQRLLKDANEGHIDSVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!**! ! !*!!!!!!!!!!!!!!!!!!*!!!! !!*!!*!!

logo VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 1148893 DG022 RS00080 WP 078073179.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPLGYDGKIPDNNSKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGNKPFS IGSS ITYI LASNPFYIGKIQFAK
NTDB id 1148893 DG022 RS00080 WP 078073179.1 LPLGYGKIPDNKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKNKPFSIGSITYILSNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!! !!!!!!!!!!!!

logo YKDWNSEKRRKGLNDKP I
V IASEGKHASP I INSQDELWDKVQMVRKKQVSQKPQVHGKGTNLLTGI IVHCPQCGAAPMAASNTTNTLKD

NTDB id 1148893 DG022 RS00080 WP 078073179.1 YKDWNEKRRKGLNDKPIISEGKHAPIISQELWDKVQVRKKQVSQKPQVHGKGTNLLTGIVHCPQCGAAMAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! !!!!!!!!!!!*! !!!! !!! !*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDKYVMDKQI LYE IVKSDNKQVIQKRVVETHRVNQDENQVDGVAALHNHDIAYKQQQFYD
NTDB id 1148893 DG022 RS00080 WP 078073179.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEKYVMDQIYEIVKSNQVIQKVVERVNQDNQVDVAALNHDIAYKQQQFD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !! !!!!! !!!*!! *!!!*!!!! !!!*!!!!!!!!!*!
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MNQLKHNQQNEQDEKPLSFYDATKEQI SKNI
LLQRHI FHQDNI EKHS IMDEKSQRLK

NTDB id 1148893 DG022 RS00080 WP 078073179.1 EINTKLKNLIQTIEDNPDLTSALKPTIHQYETQLNDITNQMNQLKHQQNQEKPSYDTKQISNILRHIFQNIESMDKSQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!! !!!!!!!!!! **!*!* !! !!!!!!!!*!!!!*!!! *!! *! ! !! *! !!!* ! ***!! !!

logo ALYLSTVIDR IDIKRKDGNHKKQFYVTLKLNNE I IKQLFNNKTPQI
LDEVHLLSTSSLFLPQTLYLQTI

NTDB id 1148893 DG022 RS00080 WP 078073179.1 ALYLTVIDRIDIRKDGNHKKQFYVTLKLNNEIIKQLFNNTPIDEVLLSTSSLFLPQTLYLQI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! **!!!*!!!!!!!!!!!!!! !
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