
logo MKQEQLMKRTKRSVGCIYVRVSTEIMSQDS ITDEGKFYS IDNGQINTQIKEYCDQFHGHFYEVFKDIYADRGI
VSGKSTMNRPELQR I

MLKDAKEGKYI
LDCVM

NTDB id 1062323 ACF0HT RS00180 WP 071331188.1 MKEMKRKSVGCYVRVSTISQDIDKFSINGQITQIKEYCQFHGYEVFDIYADRGVSGKTMNRPELQRMLKDAKEGKLDCVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus ! *! ! !!*!!!!!! ! * *!! !!! !!!!!! !!**!! !!!!!!!*!!!*!!!!!!!!*!!!!!!! *!!!!

logo

I
VYKTNSRLARNTSDLLKTIVEDGLHKQNVEFFSLSENRMEKFVDNSTNSSGKLLMLQI LASFSEFERNNIAVEGNAVFYMGQLTRRASQEGYYQGN

NTDB id 1062323 ACF0HT RS00180 WP 071331188.1 IYKTSRLARNTSDLLTIVEGLHKQNVEFFSLSENMKFDSNSGKLLLQILASFSEFERNNIAEGAYMGQLRRSQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus *!!! !!!!!!!!!! !!! !!!!!!!!!!!!! ! * !!!!*!!!!!!!!!!!!!!! ! *!!! !! !!!!!!!!

logo LPLAGYDKIPDNSKHELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKNPFS I SAS IVTYI LASNPFYIGKIQFAK
NTDB id 1062323 ACF0HT RS00180 WP 071331188.1 LPLAYDKIPDSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGNPFSISAVTYILSNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! *!!!! !!!!!!!!!!!!

logo YKDWNSDEKRRKGLNDKPVIAEGKHSTP I INSQDSLWDKVQAMRKKQVSEQKPQVHGKGTNI
LLTGI

L IHSCPQCGSAPMAASNTTNTLKD
NTDB id 1062323 ACF0HT RS00180 WP 071331188.1 YKDWNDKRRKGLNDKPVIAEGKHTPIISQSLWDKVQARKKQVSEKPQVHGKGTNILTGLISCPQCSAPMAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! *!!!!!!!!!!!!!!!!!*!!! ! !!!!!! !!!!!! !!!!!!!!!!*!!!*!*!!!! !!!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDKYVMDKQI LE IVKSDNKVI
L
K
Q
Q
RVVETHRVNQENQVDGVAALHNHDIAYKQQQFYD

NTDB id 1062323 ACF0HT RS00180 WP 071331188.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEKYVMDQILEIVKSNKVLKQVVERVNQENQVDVAALNHDIAYKQQQFD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!! !!* !! *!!!!!!!! !!!*!!!!!!!!!*!

logo E I
V
N
Q
I
TKLKNNL IKQTI EDNPDLATSTVI

L
K
RPSTIHQKQYEKTQLNDITNQI

MNQLKNQQQNEQDEKPLSFYDATKEQIASKLLLQHR I FHQDNI EKHS IMDEKSQRLK
NTDB id 1062323 ACF0HT RS00180 WP 071331188.1 EINTKLKNLIQTIEDNPDLASTLKPTIHQYETQLNDITNQMNQLKQQQNQEKPSYDTKQIALLLQRIFQNIESMDKSQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!! !!!!!!!! ! **!*!* !! !!!!!!!!*!!!!*!!! *!! *! ! ! !!!*!!* ! ***!! !!

logo ALYLSTVIDR IDIKRKDGNHKKQFYVTLKLNNE I IKQLFNNKTPQLDEVHLLSTSSLFLPQTI
L
F
YLQTI

NTDB id 1062323 ACF0HT RS00180 WP 071331188.1 ALYLTVIDRIDIRKDGNHKKQFYVTLKLNNEIIKQLFNNTPLDEVLLSTSSLFLPQTIFLQI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!*!!!!!!!!!!!**! !



X non conserved

X similar

X ≥ 50% conserved


