
logo MNQEQLMKKTKRI
VGAIY I

VRVSTEMRQQSTVEGYS IDEGQINTQI EKEQYCDQFHNGHFYELVKVDIYADRGI SGKSMNRPELQR I
MLKDAKENGKYI

LDCVMVYKTN
NTDB id 86209 KI212 RS00200 WP 059107012.1 MNEMKKKRIGAYIRVSTER.QVEGYSIEGQITQIEQYCQFNGYELVDIYADRGISGKSMNRPELQRMLKDAKNGKLDCVMVYKTN 84
NTDB id 11 SA RS00430 WP 001186602.1 MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQRILKDAKEGYIDCVMVYKTN 85
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logo RLARNTSDLLKTIVEDELHKRQNVEFFSLSERMEVKNNTSSTGKLMLQI LASFSEFERNNTI LVENI
V
F
Y
M
TGQHTQRRALQEGYYQGNLPLGYDNKNIPDN

NTDB id 86209 KI212 RS00200 WP 059107012.1 RLARNTSDLLTIVEELHRQNVEFFSLSERMEVKNSTGKLMLQILASFSEFERNTILENIYTGQHQRALEGYYQGNLPLGYNNIPD 169
NTDB id 11 SA RS00430 WP 001186602.1 RLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGNLPLGYDKIPN 170
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logo

N
SKHKELMINQHEANIVKYI FESYAKGHGYRKIANALNHKGYVTKKGKNPFS I SAS IVTYI LASNPFYIGKIQFAKYKDWNSDEKRRKGLNDK

NTDB id 86209 KI212 RS00200 WP 059107012.1 NKKELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGNPFSISAVTYILSNPFYIGKIQFAKYKDWNDKRRKGLNDK 254
NTDB id 11 SA RS00430 WP 001186602.1 SKHELMINQHEANIVKYIFESYAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAKYKDWSEKRRKGLNDK 255
consensus !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! *!!!! !!!!!!!!!!!!!!!! *!!!!!!!!!

logo PVIAEGKHASP I IGNKQDNLWDKVQAMRKKQVSEQKPQVHGKGTNLLTGI IHCPQCGAPMAASNTTNTLKDGTKKR IRYYSCSNFRNKGSK
NTDB id 86209 KI212 RS00200 WP 059107012.1 PVIAEGKHAPIIGKNLWDKVQARKKQVSEKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 339
NTDB id 11 SA RS00430 WP 001186602.1 PVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKDGTKKRIRYYSCSNFRNKGSK 340
consensus !!!!!!!! !!! !!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VCSANSVRADVI EDKYVMDKQI LE IVKSDKVI
L
K
Q
Q
RVVETHRVNQDENSQI

VDGIAALHNHDIAYKQQQFYDE I
V
N
Q
I
TKLKNNL IKQTI EDNPDLTSAVI

L
K
RP

NTDB id 86209 KI212 RS00200 WP 059107012.1 VCSANSVRADVIEKYVMDQILEIVKSDKVLKQVVERVNQDSQIDIAALNHDIAYKQQQFDEINTKLKNLIQTIEDNPDLTSALKP 424
NTDB id 11 SA RS00430 WP 001186602.1 VCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYDEVQIKLNNLIKTIEDNPDLTSVIRP 425
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logo

S
TIHQKQYEKTQLNDITNQI

MNQLKHNQQNEQDEKPLSFYDATKEQIASAKLLQHR I FHQDNI EKHS IMDEKSQRLKALYLSTVIDR IDIKRKDEGNHKKQFYVTLKLNN
NTDB id 86209 KI212 RS00200 WP 059107012.1 TIHQYETQLNDITNQMNQLKHQQNQEKPSYDTKQIAALLQRIFQNIESMDKSQLKALYLTVIDRIDIRKDENHKKQFYVTLKLNN 509
NTDB id 11 SA RS00430 WP 001186602.1 SIQKYEKQLNDITNQINQLKNQQNEDKPLFDAKEISKLLQHIFHDIKHIEKSRLKALYLSVIDRIDIKKDGNHKKQFYVTLKLNN 510
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logo E I IKQLFNDNKTPQLDEVHLLSTSSLFLPQTLYFLQTI
NTDB id 86209 KI212 RS00200 WP 059107012.1 EIIKQLFNDTPLDEVLLSTSSLFLPQTLYFQI 541
NTDB id 11 SA RS00430 WP 001186602.1 EIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI 542
consensus !!!!!!!! *!!!!*!!!!!!!!!!!!! !



X non conserved

X similar

X ≥ 50% conserved


