
logo MQQLKQTKRVGIYVRVSTE I
MQSTEGYS IDGQINQIKEYCDQFHHFEVKTDIYADRGI SGKSMNRPELQR I

MLKDAKNEGLYIDCVM
NTDB id 373375 FO454 RS03545 WP 070866299.1 MQQLKQKRVGIYVRVSTEIQSTEGYSIDGQINQIKEYCQFHHFEVTDIYADRGISGKSMNRPELQRMLKDANEGLIDCVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!*!!!! !! !!!!!

logo VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 373375 FO454 RS03545 WP 070866299.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

I
LPLGYDEKIPDNNSKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKDGKNPFS INSS ITYI LAVNPFYIGKIQFAK

NTDB id 373375 FO454 RS03545 WP 070866299.1 IPLGYEKIPDNKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKDNPFSINSITYILVNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus *!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!! !!!!!!!!!!!!

logo YKDWNSEKRRKGLNDKP I
V IADEGKHPSP I INSQDELWDKVQMSRKKQVSQKPQVHGKGTNLLTGI IHCPQCGAPMAASNTTNTLKD

NTDB id 373375 FO454 RS03545 WP 070866299.1 YKDWNEKRRKGLNDKPIIADGKHPPIISQELWDKVQSRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! !!!!!!!!!!!*!!*!!!*!!! !*!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDKYVMDKQI LE IVKSDKVI
L
K
Q
Q
RVVETHRVNQDENSQI

VDGMAALHNHDIAYKQQQFYD
NTDB id 373375 FO454 RS03545 WP 070866299.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEKYVMDQILEIVKSDKVLKQVVERVNQDSQIDMAALNHDIAYKQQQFD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!* !! *!!!* !*! !!!*!!!!!!!!!*!

logo E I
V
N
Q
I
TKLKNNL IKQTI EDNPDLTSAVI

L
K
RPSTIHQKQYEKTQLNDITNQINQLKNQQQNEQDEKPLSFYDATKEQIASAKLLQHR I FHQDNI EKHS IMDEKSQRLK

NTDB id 373375 FO454 RS03545 WP 070866299.1 EINTKLKNLIQTIEDNPDLTSALKPTIHQYETQLNDITNQINQLKQQQNQEKPSYDTKQIAALLQRIFQNIESMDKSQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!! !!!!!!!!!! **!*!* !! !!!!!!!!!!!!!*!!! *!! *! ! ! !!!*!!* ! ***!! !!

logo ALYLSTVIDR IDIKRKDEGNHKKQFFYVTLKLNNE I IKQLFNNKNNQLDEVHLLSTSSLFLPQTLYFLQTI
NTDB id 373375 FO454 RS03545 WP 070866299.1 ALYLTVIDRIDIRKDENHKKQFFVTLKLNNEIIKQLFNNNNLDEVLLSTSSLFLPQTLYFQI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!! !!!!!!*!!!!!!!!!!!!!!!! *!!!!*!!!!!!!!!!!!! !
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