
logo

MMTEVEQLKEYLKNLTKSDINSPNPFYQPRLQTFKQTEKELEELADQS IKENGL IQP I IVRKSADI
VFGYDEL IVAGERRFLKRAACKQLAGQLENKTIPAVI I

NTDB id 293243 DK182 RS10470 WP 109833721.1 .MTVELKELKLSDISPNPFQPRLTFKQEELEELADSIKENGLIQPIIVRKSAVFGYELIAGERRFRACQLAQLETIPAII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!! !! ! !! !!!*!!!! !! !!!!!! !!!!!!!!!!!!!!!! *!!!*!*!!!!! *!* !! ! !! !!

logo KEKI
LSDDQDSMRI

KQATI I ENLQRSDLNP I EEAKAYQRNL I ENRTNHRMTHDEDE IAKVYI
MGKSRPYITNFS ILRLLNLPSALHP I
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S
K
QALEDKGLS ILSQS

NTDB id 293243 DK182 RS10470 WP 109833721.1 KELSDQDSRIQTIIENLQRSDLNPIEEAKAYRNLIETNRMTHEEIAKYMGKSRPYITNFLRLLNLSAPLQKALEDGSLSS 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! *!! !! ! !!!!!!!!!!!!!!!!!!! !!! !*!!!**!!! *!!!!!!!!! *!!!!!* * !!! ! *!

logo GHARLLLGS IMERDKQDELQDEAKWFLNQKI LRHTENKQLSVHREQI
LERAQLSKPSQRTKKQEKKAKKTQSKTDNI

LFKLAKDEKLEEKENLSQRASLGLPVNVI
L
H
S
M
Y
N
TKKHQAQGKQLKT

NTDB id 293243 DK182 RS10470 WP 109833721.1 GHARLLLGMRDQ.EQEAWLNKIRHNKLSVRELERQSKPRTKQKKAKQTNLFKKDLEENLSRALGLPVNLSMTKKQAGKLT 238
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
consensus !!!!!!! * !* !* ! *!! * !!!* *!! !* !! ! *! * ! !! !!!!! ** !!* ! !

logo I STFSSEQDEDFLNR I
L
I
MNKLN

NTDB id 293243 DK182 RS10470 WP 109833721.1 ITFSSQDDLNRIINKLN 255
NTDB id 382 SMU RS09895 WP 011074697.1 ISFSSEEDFNRLMNKLN 257
consensus !*!!! *! !!**!!!!
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