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NTDB id 310866 DDV21 RS11690 WP 116878857.1 GHARVLLTVENTESQKEWFEKIIKNKLSVRQIENAIKSSK.KQKPVAKNLFIKHKEKELSQLLGTKVSLSVGKKDSGFLK 238
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
consensus !!!!*!!**! * ! !! !!* !!!*!!! !*!! *! !* ! *!* *!!!!!!! !! *! ** !!* ! !!

logo I SYFQSSEEDEFNR I
L
I
M
D
N
K
NLNS

NTDB id 310866 DDV21 RS11690 WP 116878857.1 IYFQSEEEFNRIIDNLS 255
NTDB id 382 SMU RS09895 WP 011074697.1 ISFSSEEDFNRLMNKLN 257
consensus ! ! !!!*!!!** !

X non conserved

X similar

X ≥ 50% conserved


