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NTDB id 288581 DBO93 RS01975 WP 239059073.1 KRIPPQCPSCGSVRIKPIGQGTEQLEEKISSLFPDYSTVRIDRDSTRKKGALAKLLTEVSNKEHQLLIGTQMLAKGHHFP 337
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NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
consensus !!!* * ! !!* * !* *!! !****** * * !!*!!*!!*!!!**! !*** ! !! * *!

logo

L
S
A
V
H
N
A
N
E
P
R
WQHSKQLVRLWS IDI

VDPQVDEFLSW
NTDB id 288581 DBO93 RS01975 WP 239059073.1 SANNEWQSKVRWSIDIDPVDLSW 516
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS. 742
consensus * * !* *! !!!*!! * !*

X non conserved

X similar

X ≥ 50% conserved


