logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029
1169
1402
1112
1113
1198

TT RS02230 WP 011228203.1
A1552VC RS11075 WP 000648511.1
DSB67 RS12670 WP 010643257.1
NGFG RS09215 WP 003689811.1
AAA85695.1 219..1451( )
PSJM300 03950 AFN76868.1

1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
73988 K5607 RS14305 WP 221047411.1
1252 GC085 RS07730 WP 011213805.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

TT RS02230 WP 011228203.1
A1552VC RS11075 WP 000648511.1
DSB67 RS12670 WP 010643257.1
NGFG RS09215 WP 003689811.1
AAA85695.1 219..1451( )
PSJM300 03950 AFN76868.1

1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
73988 K5607 RS14305 WP 221047411.1
1252 GCO85 RSO7730 WP 011213805.1

1029
1169
1402
1112
1113
1198

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029
1169
1402
1112
1113
1198

TT RS02230 WP 011228203.1
A1552VC RS11075 WP 000648511.1
DSB67 RS12670 WP 010643257.1
NGFG RS09215 WP 003689811.1
AAAB5695.1 219..1451( )
PSJM300 03950 AFN76868.1

1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
73988 K5607 RS14305 WP 221047411.1
1252 GCO85 RSO7730 WP 011213805.1

consensus

AN BECE! QKf+§YnFEAYR§ sDxKYEAg- éﬁéﬁ t>A lg|§QV§E5§KSEEK¢

........ MAJ
...... MDKN

ITI@TRQLATM
ITIFTRQ ATM
IT FTRQL TM
IT FTRQL TM
IM FTRQ ATM

INIFTRQLATM
ITIFTRQLATM
IR F RQLATM
IT F RQLATM
ok rok | Lok ||

,;.».sLQE%AIYéEK@%ﬁéKMALTY el o iy

L

E

Q

Nl LD LANMYKEK
8| LD LAHYKEK
T
I
T
G
I

LDR
LDR AWYKEK
I

ATYKEK

LDR A
Tt

YKEK
ATYREK

11

EEQT YIgNMV lD

MAVKK]A QM IMNEI\YYEG D
PPHEL TIgH)@E

TOFTRUAT st VP vOuEe Vgl ok el

I\TF RQLATM

Kﬁﬁvw D

INRNA TILRKQGIVANK Y K
*

ABKNIAL A VIFAEIRERICNK P T)S
QEIREIL
*

* % * * %k * kkok ok okkokkkkk X

iasFRKZKT.FQ@LI 1 e s {E

* |k * *

ISYFGAELPFTQNV
IN4EGA LPAFTQEIV
EWNIGAELPIgaT QEyVv
ESWUIGAELPAJRT QEyV
IMEGAELPAF TRV
INIFGA LPAFTQIRV
ISIFGA LPAFTQEIV
ISYFGAELPAFTQI3V
ISYEGA  LPANITIREAV
sokok ok Dok D Dskok Dk ook

* kkk Dkkok Ik | Ix Pk lx * % % k #1001

145
149
148
151
151
147
150
150
146
148

225
229
228
231
231
227
230
230
226
228



logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029 TT RS02230 WP 011228203.1

1169 A1552VC RS11075 WP 000648511.1
1402 DSB67 RS12670 WP 010643257.1
1112 NGFG RS09215 WP 003689811.1
1113 AAA85695.1 219..1451( )

1198 PSJM300 03950 AFN76868.1

1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
73988 K5607 RS14305 WP 221047411.1
1252 GCO85 RS07730 WP 011213805.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029 TT RS02230 WP 011228203.1

1169 A1552VC RS11075 WP 000648511.1
1402 DSB67 RS12670 WP 010643257.1
1112 NGFG RS09215 WP 003689811.1
1113 AAA85695.1 219..1451( )

1198 PSJM300 03950 AFN76868.1

1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
73988 K5607 RS14305 WP 221047411.1
1252 GCO85 RSO7730 WP 011213805.1

consensus

<0

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029 TT RS02230 WP 011228203.1

1169 A1552VC RS11075 WP 000648511.1
1402 DSB67 RS12670 WP 010643257.1
1112 NGFG RS09215 WP 003689811.1
1113 AAA85695.1 219..1451( )

1198 PSJM300 03950 AFN76868.1

1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
73988 K5607 RS14305 WP 221047411.1
1252 GCO85 RSO7730 WP 011213805.1

consensus

1A1CA D F | TT AA A X
YeloLAbLY EEEMSK@ES R Bt oLl ARes AT LAT AL Lo sTACA e

IRB L AVELF

I3 A AT

G

L A GIENT IMEAAGVPLVDYUIL STAGAR\GN

L A GIRENT IMEAAGVPLVDUIL STAGARGN

L THRASEESN WEDIARG R P GDILMK N ARF RTL T FAAGVPLVDAL SMAGA

INRSI FRMN DRL LRLPI GD PKAMIAR SRTLAT FAAGVPL DALRASTAGA
IRSE FRE D LJAL LPIJGD PKAMIAR SRTLAT FAAGVPL DAL STAGA
NSIeFFigyd DRL LRLEF GEILWKAM ARF RTL TEEJAAGVPLV ALISSEJAGA

% 5k 5k 5k % %k % * %k * * % kkkkk |k * % | | k 1sksksk |1 oskokokok | oskoskoskokokok |k kok * [IEE RS

Wrmpesceone R ateabh ) Rl [l eI g oy

MKE
QMVRIGEESG
QMVEMIGEESG]LD
QMi IGEESG LD

QMY IGEESG LD

QMPAIGEESGALD MLSKVA FYE EVDNEVD
QMVAIGEESGALD EVDHAVD
QMVAIGEESGALDSMLDKVA EVDNAVD
QM AIGEESG LDEML{EKVA FYE EVDNAVD

QMVAIGEESGAL JSMLEKVA FYE EV NAVD
FULT TR bk bk b Lok ok DIk ook Lok |

e

Al

406

VGGLVVAMYLPIF .. 408
VGGLVJAMYLPIF .. 407
GL VAMYLP F .. 410
GI\L VAMYLP F . 410
VGGL AMYLPIF ce 405
VGGLV AMYLPIF . 408
VGGLV AMYLPIF c. 408
404

406

X non conserved
B similar
>50% conserved

304
309
308
311
311
307
310
310
306
308

384
388
387
390
390
386
389
389
385
387



