logo

NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
consensus

1029
1169
1402
1113
1112
1252
1016
1059

logo

NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
consensus

1029
1169
1402
1113
1112
1252
1016
1059

logo

NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
NTDB id
consensus

1029
1169
1402
1113
1112
1252
1016
1059

TT RS02230 WP 011228203.1

A1552VC RS11075 WP 000648511.1

DSB67 RS12670 WP 010643257.1

AAAB5695.1 219.

.1451( )

NGFG RS09215 WP 003689811.1
GCO85 RSO7730 WP 011213805.1
ACIAD RS01680 WP 004920476.1
ABD1 RS01610 WP 000279215.1

1040825 ACDW37 RS24355 WP 023101565.1
1198 PSJM300 03950 AFN76868.1

TT RS02230 WP 011228203.1

A1552VC RS11075 WP 000648511.1

DSB67 RS12670 WP 010643257.1

AAA85695.1 219.

.1451( )

NGFG RS09215 WP 003689811.1
GC085 RS07730 WP 011213805.1
ACIAD RS01680 WP 004920476.1
ABD1 RS01610 WP 000279215.1

1040825 ACDW37 RS24355 WP 023101565.1
1198 PSJM300 03950 AFN76868.1

TT RS02230 WP 011228203.1

A1552VC RS11075 WP 000648511.1

DSB67 RS12670 WP 010643257.1

AAAB5695.1 219.

.1451( )

NGFG RS09215 WP 003689811.1
GCO85 RSO7730 WP 011213805.1
ACIAD RS01680 WP 004920476.1
ABD1 RS01610 WP 000279215.1

1040825 ACDW37 RS24355 WP 023101565.1
1198 PSJM300 03950 AFN76868.1

%Eék@E%g{ Y

EAEDLRTAARLLRDRG F

i, 1 51

KK KVF& E

r’ﬁY SFRAXY

QAK FSL&L

AKEWLRKQG I MY

:::::: : e

Né%k§5*5bfv§g§vAﬁ 1

Ib) AIF RQLATM
DITIMTRQLATM
DITIFTRQ ATM

DIT FTRQL TM
DIT FTRQL TM

DIT F RQLATM
DINIFTRQLATM
DITIFTRQLATM
DI\ FTRQ ATM

|k

e JRANE B s ot
H

[ * | % 1%k ok ok ok %

ATYKEKHEM

\
I

N LLI VVPEFRE
Bl L1 vvPEF®

1 Dk skokok Dkokk Dk | Ik Dok | sokokokokkk ok ok |1 kokok

OB e B

IS

AETBEPGKGHMQAEVRIPALERGPGLK
..... SK
..... GK
TQE
TQE
TQA
RTHE . PL
RN K KNBLEG. . . . TTL
...... PM
...... PM

WK KK KPLFDR .....

oL

V,NLS QY

':LL ~ E/\

Q
INEFGA LPAFTQ V

ANMEINARINL o
ISSUG AELPRIITQ
AT

INIFGA LPAFTQ V
INIFGA LPAFTQ V
[NEFGAELPAFTQ V
IWIFGAELPAFT|R V
K Dok |1 skok | okokox ok

144
148
147
150
150
147
149
149
146
146

224
228
227
230
230
227
229
229
226
226



logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029
1169
1402
1113
1112
1252

TT RS02230 WP 011228203.1
A1552VC RS11075 WP 000648511.1
DSB67 RS12670 WP 010643257.1
AAA85695.1 219..1451( )

NGFG RS09215 WP 003689811.1
GCO85 RS0O7730 WP 011213805.1
1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
1040825 ACDW37 RS24355 WP 023101565.1
1198 PSJM300 03950 AFN76868.1

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
1113
1112
1252

TT RS02230 WP 011228203.1
A1552VC RS11075 WP 000648511.1
DSB67 RS12670 WP 010643257.1
AAAB5695.1 219..1451( )

NGFG RS09215 WP 003689811.1
GC085 RS07730 WP 011213805.1
1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
1040825 ACDW37 RS24355 WP 023101565.1
1198 PSJM300 03950 AFN76868.1

consensus

<0

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029
1169
1402
1113
1112
1252

TT RS02230 WP 011228203.1
A1552VC RS11075 WP 000648511.1
DSB67 RS12670 WP 010643257.1
AAA85695.1 219..1451( )

NGFG RS09215 WP 003689811.1
GC085 RS07730 WP 011213805.1
1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
1040825 ACDW37 RS24355 WP 023101565.1
1198 PSJM300 03950 AFN76868.1

consensus

Bl ool ResATLATTFAL Y v Tk

A-\i" /F\/\

e ekl R

PIFGDIV|#K INIAR
PIFGDIV|#K WIAR

IR AAGVPLVDELDSTAGAEGN
IAFAAGVPLVDYLDSTAGAJAGN
LP IGEI EKAAIARF RTL lTFAAG PLV ALKSMAGATGN
LPINGD VMKAMIAR SRTLATTFAAGVPL DALISTAGATRNE YE
LPIFGD VMKANMIAR SRTLATTFAAGVPL DAL STAGATNN
LPIFGQIVYK I\ AR RTL TTFAAGVPLVDALDS)| GATGN
P MIGDI MK B ARF RTL TTFAAGVPLVDALDSWAGATGN
kokokokok D okok |k | | * 1 (RS 1ok sk okok ok ok | okook ok ok ok ok [

v 5 LA DD e

LY»S

QMVHIGEESGE
QMVEIIGEESG

QM IGEESG LD MLIYKIMAIXFYE EVDNAV{EWT FA
QM IGEESG LD MLIYKEIAIXFYE EVDNAV{eIL FA

%k ok %k ok %k ok % ok k k Kk

A.,E@? legcdiva R ooy F

* % %

QMVAIGEESGAL FMLEJKVAWFYE EV NAVDEL B

QMVAIGEESGALD MLMKVAW YEFEVDfAVDELTH
QMVAIGEESGALDEMLIKVA YEREVDNAVD[ELTH]
QMMWAIGEESG LD MLEKVAR] YE EVDNAVDRIL TN

QMAIGEESGALD MLEKVAWFYE EVDN[VDLTH
NN ey ey e oy ey oy T

* * ok | okokokok EE NN kkk ||

A

VGM VIV M LP I Fl ey SVQ 406
VGGLVVAMYLPIF LEISV 408
VGGLVAMYLPIF LiISV | 407
GIL VAMYLP F LGRIVV L 410
GIJL VAMYLP F LGRIVV [N 410
LVGGLVVAMYLPIFHLGSAVEER 406
LVGGLV AMYLPIF 408
LVGGLV AMYLPIF 408
LVGGL VAMYLPIF 406
AMYLPIF 405

Dok kok o+ |

EIEEEEEEE

X non conserved
B similar
>507% conserved

303
308
307
310
310
307
309
309
306
306

383
387
386
389
389
386
388
388
385
385



