
logo MQQLKQTKRI
VGIYVRVSTE I

MQSTEGYS IDNGQINQIKREYCDFHNHNFEVVKVDI
VYADRGI SGKSMNRPELQR I

LLKDAKNEGHYIDCVM
NTDB id 415986 E3T04 RS13190 WP 001186594.1 MQQLKQKRIGIYVRVSTEIQSTEGYSINGQINQIREYCDFNNFVVVDVYADRGISGKSMNRPELQRLLKDANEGHIDCVM 80
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus !!!!! !!*!!!!!!!!!*!!!!!!!! !!!!!!*!!!!!**! ! !*!!!!!!!!!!!!!!!!!!*!!!! !!*!!!!!

logo VYKTNRLARNTSDLLKIVEDLHKRQNVEFFSLSERMEVNTSSGKLMLQI LASFSEFERNNIVENVFMGQTRRAQEGYYQGN
NTDB id 415986 E3T04 RS13190 WP 001186594.1 VYKTNRLARNTSDLLKIVEDLHRQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LPLGYDKIPDNSKHELMINQHEANI IVKYI FESYAKGHGYRKI
MANALNHKGYVTKKGKNPFS ITSAS IATYI LASNPFYIGKIQFAK

NTDB id 415986 E3T04 RS13190 WP 001186594.1 LPLGYDKIPDSKHELMINQHEANIIKYIFESYAKGHGYRKMANALNHKGYVTKKGNPFSTSAIAYILSNPFYIGKIQFAK 240
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!!!!!! !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !!! ! ! !!! !!!!!!!!!!!!

logo YKDWNSEKRRKGLNDKNPVI
VADEGKHSP I INSQDELWDKVHQMSRKMKQVSEQKPQVHGKGTNLLTGI IHRCPQCGAPMAASNTTNTLKD

NTDB id 415986 E3T04 RS13190 WP 001186594.1 YKDWNEKRRKGLNDNPVVADGKHSPIISQELWDKVHSRMKQVSEKPQVHGKGTNLLTGIIRCPQCGAPMAASNTTNTLKD 320
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! !!!!!!!!! !!*!*!!!!!!! !*!!!!!* ! !!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADEVI EDKYVMDKQI FLE IVKSDKVI
L
K
Q
Q
RVVETHRVNQDENSQI

VDGMAALHNHDIAYKQQQFYD
NTDB id 415986 E3T04 RS13190 WP 001186594.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRAEVIEKYVMDQIFEIVKSDKVLKQVVERVNQDSQIDMAALNHDIAYKQQQFD 400
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!! !! !!!!!!!!* !! *!!!* !*! !!!*!!!!!!!!!*!

logo E I
V
N
Q
I
TKLKNNL IKQTI EDNPDLTSAVI

L
K
RPSTIHQKQYEKTQL INDIATNQI

MNQLKHNQQNEQDEKPLSFYDATKEQIASAKLLQHR I FHQDNI EKHS IMDEKSQRLK
NTDB id 415986 E3T04 RS13190 WP 001186594.1 EINTKLKNLIQTIEDNPDLTSALKPTIHQYETQLIDIANQMNQLKHQQNQEKPSYDTKQIAALLQRIFQNIESMDKSQLK 480
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!! !!!!!!!!!! **!*!* !! !! !! !!*!!!!*!!! *!! *! ! ! !!!*!!* ! ***!! !!

logo ALYLSTVIDER IDIKRKDEGNHKKQFYVTLKLNNE I IKQLFNDNKTPQLDNEVHLLSTSSLFLPQTLYFLQTI
NTDB id 415986 E3T04 RS13190 WP 001186594.1 ALYLTVIERIDIRKDENHKKQFYVTLKLNNEIIKQLFNDTPLNEVLLSTSSLFLPQTLYFQI 542
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!*!!!!*!! !!!!!!!!!!!!!!!!!!!!!! *! !!*!!!!!!!!!!!!! !



X non conserved

X similar

X ≥ 50% conserved


