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consensus **!*!!**!*!!!!!!!!!!!!**!** ******!**!!**! **!*!!*!!***!***********! *!** !**

logo

L
M
A
T
S
AREDESTIAMEDI

Q
R

Q
V
E
A
A
G
I
L
Q
D
H
I
R

F
GAVDSDYVITVKPF IA I SEDELVLEAR I

V
S
R
I
A
F
I
TFRGREQREDFHI EGIADHQAHCKVNSAELLPRKAEIKANPSTTSFYRNDLKRVI

L
VDI

K
V

K
Q
TNHRTVHVYRGDEKKEAVIADPLT

NTDB id 1138662 DQM55 RS03005 WP 111675415.1 LASREEIAEQQEAIQHFAVSYVVKPFIISDLVERVSIIFRGRDFIDQHCSLLKIPTSYRNLRVDIKNHTVYRGEEVIALT 159
NTDB id 471 HSISS4 RS01430 WP 002883757.1 MTARDSIMDIVAGLDRGADDYIVKPFAIEELLARIRATFRRQDIEAA.KNAPAKASTYRDLKLDVQNRTVVRGDEAIPLT 157
NTDB id 606 V4T04 RS01910 WP 003130756.1 MTARDSTMDRVAGLDIGADDYITKPFAIEELLARVRAFFRREEHGHA.V.ERAENTSFRDLVIDKTNRTVHRGKKVIDLT 157
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