logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id
id
id
id

1184 GTF74 RS02335 WP 000649326.1
1167 A1552VC RS11065 WP 000649326.1
1160 ABDM36 RS02330 WP 000649326.1
1197 PSJM300 03940 AFN76866.1

1192 PAKAF RS23870 WP 024947914.1
1109 0K783 RS10670 WP 157147416.1
1119 NGFG RS11465 WP 017147169.1
1191 AAC28468.1 484..945( )

40929 METME RS16640 WP 013819917.1
1424 RS RS02795 WP 011000517.1
1002 ACIAD RS15100 WP 004923779.1
1274 LPP RS09530 WP 011214168.1
1258 GCO85 RS09745 WP 014844212.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id
id
id
id

1184 GTF74 RS02335 WP 000649326.1
1167 A1552VC RS11065 WP 000649326.1
1160 ABDM36 RS02330 WP 000649326.1
1197 PSJM300 03940 AFN76866.1

1192 PAKAF RS23870 WP 024947914.1
1109 OK783 RS10670 WP 157147416.1
1119 NGFG RS11465 WP 017147169.1
1191 AAC28468.1 484..945( )

40929 METME RS16640 WP 013819917.1
1424 RS RS02795 WP 011000517.1
1002 ACIAD RS15100 WP 004923779.1
1274 LPP RS09530 WP 011214168.1
1258 GCO85 RS09745 WP 014844212.1

consensus

<0

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id
id
id
id

1184 GTF74 RS02335 WP 000649326.1
1167 A1552VC RS11065 WP 000649326.1
1160 ABDM36 RS02330 WP 000649326.1
1197 PSJM300 03940 AFN76866.1

1192 PAKAF RS23870 WP 024947914.1
1109 OK783 RS10670 WP 157147416.1
1119 NGFG RS11465 WP 017147169.1
1191 AAC28468.1 484..945( )

40929 METME RS16640 WP 013819917.1
1424 RS RS02795 WP 011000517.1
1002 ACIAD RS15100 WP 004923779.1
1274 LPP RS09530 WP 011214168.1
1258 GCO85 RS09745 WP 014844212.1

consensus

el

!

EEXXATENQEV SRLZAGS
N YIATEGSF ATTAGT
YIATEGSFIJATTAGTH .
YIATEGSF|ATTAGT
IGFEQAINEGKTPS LTSTD.
TVE ALSRGWSVK. SGTGTED
ANT YYLNHGIW KDNTSAI
\')

....... AVT YYLNHGKWJJENNTSA

...... t:...AGFTRLGTV...EDMGDGKI APTASGALGGTIKYT DA _GUVSSSKE
........... AGFTRLGTV. . .EDMGDEKIN. .MAPTASGALG[THK YAMBD A . GVVSSSKIQLA............

........... AGFTRLGTV. . .EDMGD[EK I\ APTASGALGGTIKYT DA .GVVSSSKMQI®A . . ... .......
....EGYIGITDS.TSYCDVDLD.TAAD@EHI.....EC..TAKG...... .GKFDEKTITLN ............
ATKKEVPLGVAADANKLGTIALKPDPAD[€TAD. TLT FTMGG ...... PKNKEKITI®T . . .. ........
......... ASA............STIKGKYVQK EVA..... SIEW..........AK
......... ASP...........PTDIK[EKY\YKEMEVK. .. .. EKK SLW..........GR
..... GNVIFDS...........ANGLDEKYFAPGG.VTVTPDT{{ABNIABD . AGAN. . .A[KT TPTVIA.......
S....GPLGYKQ........... PAATTQ. .\YSSHTVA..... ... VQPNET|®APTFEF ... ... ...
..... GSSVF..............TPTKN. .\YyANBTIAGTGTVPEQT VST . TAAG....GGT AJBVPTAAGTALPVSS
S.SCVGVQEISA........... SNATTN. .|JATA. . TCGASSAEQMIVWMDTTKAK. .. .[ANMTI®TPT. ... ... ...
Voo.oooooo.. S PAATPN. .\YASH. .AIGA. .N[EVEITIp® . TAAAG. . . .®GTHVMTPTL . ........
Vooooooo . S PAATPN. .JYQs ..AIGA..NGVITI TAAAG....GGTII TPTL.........

* *

153
1563
153
139
150
164
166
153
150
168
147
136
136

124
124
124
116
125
117
118
125
123
128
122
110
110



(>4 S

non conserved
similar
>50% conserved



