
logo MQSEQLMKKTKRI
VGGIY I

VRVSTEKMQSTVEMGYS IDEGQINTQI EKEQYCDQFHNGHFYELVKVDIYADRGI SGKSMNRPELQR I
MLKNDAKENGKYI

LDCVM
NTDB id 180480 A2I67 RS12625 WP 103211647.1 MSEMKKKRIGGYIRVSTEKQ.VMGYSIEGQITQIEQYCQFNGYELVDIYADRGISGKSMNRPELQRMLNDAKNGKLDCVM 79
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVM 80
consensus ! *! !!*! !*!!!!! !* !!!!*!!! !! !! !***!* !!!!!!!!!!!!!!!!!!!!*! !!! ! *!!!!

logo VYKTNRLARNTSDLLKTIVEDELHKRQNVEFFSLSERMEVKNNTSSTGKLMLQI LASFSEFERNNTI LVENI
V
F
Y
M
NGQHTQRRALQEGYYQGN

NTDB id 180480 A2I67 RS12625 WP 103211647.1 VYKTNRLARNTSDLLTIVEELHRQNVEFFSLSERMEVKNSTGKLMLQILASFSEFERNTILENIYNGQHQRALEGYYQGN 159
NTDB id 11 SA RS00430 WP 001186602.1 VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN 160
consensus !!!!!!!!!!!!!!! !!!*!!*!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!! !*!!** !!* !! !!!!!!!

logo LPLGYDNKNIPDNNSKHKELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKNPFS I SAS IVTYI LASNPFYIGKIQFAK
NTDB id 180480 A2I67 RS12625 WP 103211647.1 LPLGYNNIPDNKKELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGNPFSISAVTYILSNPFYIGKIQFAK 239
NTDB id 11 SA RS00430 WP 001186602.1 LPLGYDKIPNSKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK 240
consensus !!!!! !! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! *!!!! !!!!!!!!!!!!

logo YKDWNSDEKRRKGLNDKPVIAEGKHSTP I INSQDSLWDKVQAMRKKQVSEQKPQVHGKGTNI
LLTGI

L IHSCPQCGSAPSMASASNTTTVNTLKD
NTDB id 180480 A2I67 RS12625 WP 103211647.1 YKDWNDKRRKGLNDKPVIAEGKHTPIISQSLWDKVQARKKQVSEKPQVHGKGTNILTGLISCPQCSASMSASTTVNTLKD 319
NTDB id 11 SA RS00430 WP 001186602.1 YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD 320
consensus !!!! *!!!!!!!!!!!!!!!!!*!!! ! !!!!!! !!!!!! !!!!!!!!!!*!!!*!*!!!! !*! !! ! !!!!!

logo GTKKR IRYYSCSNFRNKGSKVCSANSVRADVI EDKYVMDKQI LE IVKSDKVI
L
K
Q
Q
RVVETHRVNQENHQVDGVAALHNHDIAYKQQQFYD

NTDB id 180480 A2I67 RS12625 WP 103211647.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEKYVMDQILEIVKSDKVLKQVVERVNQENHVDVAALNHDIAYKQQQFD 399
NTDB id 11 SA RS00430 WP 001186602.1 GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!* !! *!!!!!*!! !!!*!!!!!!!!!*!

logo E I
V
N
Q
I
TKLKNNL IKQTI EDNPDLTSAVI

L
K
RPSTIHQKQYEKTQLNDITNQI

MNQLKHNQQNEQDEKPLSFYDATKEQIASAKLLQHQI FHQDNI EKHS IMDEKASQRLK
NTDB id 180480 A2I67 RS12625 WP 103211647.1 EINTKLKNLIQTIEDNPDLTSALKPTIHQYETQLNDITNQMNQLKHQQNQEKPSYDTKQIAALLQQIFQNIESMDKAQLK 479
NTDB id 11 SA RS00430 WP 001186602.1 EVQIKLNNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLK 480
consensus !** !! !!! !!!!!!!!!! **!*!* !! !!!!!!!!*!!!!*!!! *!! *! ! ! !!!*!!* ! ***! !!

logo ALYLSTVIDR IDIKRKDGNSHKKQFFYVTLKLNNE I IKQLFNNKTQSLDEVHLLSTSSLFLPQTLFYLQTI
NTDB id 180480 A2I67 RS12625 WP 103211647.1 ALYLTVIDRIDIRKDGSHKKQFFVTLKLNNEIIKQLFNNTSLDEVLLSTSSLFLPQTLFLQI 541
NTDB id 11 SA RS00430 WP 001186602.1 ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!*!!!!!!!*!!! !!!!!*!!!!!!!!!!!!!!!! !!!!*!!!!!!!!!!!!*! !



X non conserved

X similar

X ≥ 50% conserved


