
logo MQQLKQTKRVGIYVRVSTE I
MQSTEGYS IDGQINQIKREYCDFHNHNFEVVKVDI

VYADRGI SGKSMNRPELQR I
LLKDAKNEGKYIDCSVM

NTDB id 307788 DNI27 RS05170 WP 140239105.1 MQQLKQKRVGIYVRVSTEIQSTEGYSIDGQINQIREYCDFNNFVVVDVYADRGISGKSMNRPELQRLLKDANEGKIDSVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!**! ! !*!!!!!!!!!!!!!!!!!!*!!!! !! !!*!!

logo VYKTNRLARNTSDLLKIVEDLHKRQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 307788 DNI27 RS05170 WP 140239105.1 VYKTNRLARNTSDLLKIVEDLHRQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPLGYDKIPDNSKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKNPFS INSS ITYI LAVNPFYIGKIQFAK
NTDB id 307788 DNI27 RS05170 WP 140239105.1 LPLGYDKIPDSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGNPFSINSITYILVNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!! !!!!!!!!!!!!

logo YKDWNSEKRRKGLNDKP I
V IADEGKHPSP I INSQDELWDKVQMSRKKQVSQKPQVHGKGTNLLTGI IVHCPQCGAPMAASNTTNTLKD

NTDB id 307788 DNI27 RS05170 WP 140239105.1 YKDWNEKRRKGLNDKPIIADGKHPPIISQELWDKVQSRKKQVSQKPQVHGKGTNLLTGIVHCPQCGAPMAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! !!!!!!!!!!!*!!*!!!*!!! !*!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDKYVMDKQI LE IVKSDKVINQKRVLVETHRVNQENKQVDGIAGALHNHDIAYKQQQYD
NTDB id 307788 DNI27 RS05170 WP 140239105.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEKYVMDQILEIVKSDKVINKVLERVNQENKVDIGALNHDIAYKQQQYD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!**!* *!!!!! !! *!!*!!!!!!!!!!!
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NTDB id 307788 DNI27 RS05170 WP 140239105.1 EIHAKLDNLIKTIENNPDLTSALKPTIHQYETQLNDITNQINQLKQQQYQEKTSYNTKQISAVLRRIFQNVESMDKSQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!!!!!! !!!!!! **!*!* !! !!!!!!!!!!!!!*!! *!* * ! !! *! *!!* * ***!! !!

logo ALYLSTVIDR IDIKRKDEGHNHRKKQFYVTLKLNHNE I ITKQLFHNNKTPQI
LDEVHRLSTSSLFLPSQTLYI

L
H
TI

NTDB id 307788 DNI27 RS05170 WP 140239105.1 ALYLTVIDRIDIRKDEHRKKQFYVTLKLNHEITKQLFHNTPIDEVRLSTSSLFLSQTLYIHI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!! **!!!!!!!!!!!*!! !!!!*! **!!!*!!!!!!!!*!!!!**!
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