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NTDB id 420 DQL23 RS10740 WP 008808031.1 .MKVLVLEDTIEHQVRIENVFEEISRELNLEIKA.KVTGKIHEFKEYVESDEVNQLYFLDIDIKGEEQKGLEMAQ 73
NTDB id 417 SGO RS10500 WP 008808031.1 .MKVLVLEDTIEHQVRIENVFEEISRELNLEIKA.KVTGKIHEFKEYVESDEVNQLYFLDIDIKGEEQKGLEMAQ 73
NTDB id 545 H702 RS02385 WP 052071091.1 MIDIYVLEDNVNQQFRIEKMIGDLLETNQWETRHFDLFSEPDCLT.NLVEESFPQIFFLDIDIHGDNTKGIEVAK 74
NTDB id 542 H702 RS02345 WP 039696227.1 MLDIFILEDNITQQFRIERQIETIMERNHWEYQRLEAFAASKDIIKKADGQGNHQVFFLDLEIKGDEKQGLDVAR 75
NTDB id 1111748 HMPREF9425 RS05265 WP 003097341.1 MLNIFILEDEFLQQTRIETVIKDVIAKKSLKCKGPEIFGKPSQLLDAITERGYHQLFFLDIEIKGEEKKGLDIAK 75
NTDB id 55 SMU RS08710 WP 002262114.1 MISIFVLEDDFLQQGRLETTIAAIMKEKNWSYKELTIFGKPQQLIDAIPEKGNHQIFFLDIEIKKEEKKGLEVAN 75
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NTDB id 420 DQL23 RS10740 WP 008808031.1 FIRQHNPYAIIVFVTSHSEFATLTFKYKVSALDFIDKDINDNSFKKRVKDCIVYTRNNLIENTDIVDFFEYSFRG 148
NTDB id 417 SGO RS10500 WP 008808031.1 FIRQHNPYAIIVFVTSHSEFATLTFKYKVSALDFIDKDINDNSFKKRVKDCIVYTRNNLIENTDIVDFFEYSFRG 148
NTDB id 545 H702 RS02385 WP 052071091.1 AIREKSRTATIVFVTTHSEFMLLTYRAQVSALDFIDKTDKDDAIKDNLKKCLQKVFEDQGF.NIPKEIFVFENNK 148
NTDB id 542 H702 RS02345 WP 039696227.1 SIREKDPTAIIVFVTTHSEFMLLTYQSLVGAIDFIDKNMNDEAFGGRIELCLKEALKY.QTGSFGENSYLFETAK 149
NTDB id 1111748 HMPREF9425 RS05265 WP 003097341.1 EIRKKDPNATIVFVTTHSEFMPVTFKYRVAALDFIDKALDDEDFYERVHLAIEYTMDKMGA.TIAQDSFTFETAT 149
NTDB id 55 SMU RS08710 WP 002262114.1 QIRQHNPSAVIVFVTTHSEFMPLTFQYQVSALDFIDKSLNPEEFSHRIESALYYAMENSQKNGQSEELFIFHSSE 150
consensus !! * !*!!!!!*!!!!* *!*** !*!*!!!!! **** * ** ** * * * * *

logo

A
N
T

H
K
Q
R
E

F
V
I
Q
R I
V
A
P
L
Y
F
A
D
E
N
R

E
N
DI LFYI

FETATSESGPSTAISVPYHRKVLCKIRVL IYHVGTYKDENTEFGFQR I
M
R
T
K

H
EFYAGSTMIKSTADE I

V
A
E
M
V
Q

Q
R
E
K

M
S
A
Q

N
D
D
Q
K
K
E
R
LGYF

L
L
Y
F
K
Q
R
S

P
CHKRSFYVIL ISVNLVIPAENSNVI IVSTEGRFLIYNDRKESKKETGRKI

T
D
L

A
V
M
L
Y

NTDB id 420 DQL23 RS10740 WP 008808031.1 NEIRIPFRDILYIETTGSPYKLRVVGKNFFKEFYGTIAEIQEQDKELGYFFSPHKSYLSNISNISGYDKKTKDVL 223
NTDB id 417 SGO RS10500 WP 008808031.1 NEIRIPFRDILYIETTGSPYKLRVVGKNFFKEFYGTIAEIQEQDKELGYFFSPHKSYLSNISNISGYDKKTKDVL 223
NTDB id 545 H702 RS02385 WP 052071091.1 TKIRIPLEDILYFETAE.SHRLKLITKTGQRHFYGSIKEVMQANQK...LFRCHKSYLINLNNIVRLDKKEGLVY 219
NTDB id 542 H702 RS02345 WP 039696227.1 ARIRVAYDDILYFETSPTVHRVILHTKTGQTEFYGTIAEVAKSDKR...LLKCHRSFVINVNNVTEFDKSTRTAY 221
NTDB id 1111748 HMPREF9425 RS05265 WP 003097341.1 AHVQVPFNNILFFETSPTIHKVILHTKEERMEFYASISEVERADDR...LYRCHRSFIVNPENIIRINKEEKIVM 221
NTDB id 55 SMU RS08710 WP 002262114.1 TQFQVPFAEILYFETSSTAHKLCLYTYDERIEFYGSMTDIVKMDKR...LFQCHRSFIVNPANITRIDRKKRLAY 222
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NTDB id 420 DQL23 RS10740 WP 008808031.1 YYDGHRSPISRLRVRYLKEILKAKSKKEENKK 255
NTDB id 417 SGO RS10500 WP 008808031.1 YYDGHRSPISRLRVRYLKEILKAKSKKEENKK 255
NTDB id 545 H702 RS02385 WP 052071091.1 FDDDKACYVSRKYIKDLRSKMENLK....... 244
NTDB id 542 H702 RS02345 WP 039696227.1 FENGSYCQVSRDKVKKLMAEMR.......... 243
NTDB id 1111748 HMPREF9425 RS05265 WP 003097341.1 FENNNECPISRTKYKGLLEKVKSLKS...... 247
NTDB id 55 SMU RS08710 WP 002262114.1 FRNNKSCLISRTKLTKLRAVIADQRRAK.... 250
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