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

1402 DSB67 RS12670 WP 010643257.1
1169 A1552VC RS11075 WP 000648511.1
1112 NGFG RS09215 WP 003689811.1

1113 AAA85695.1 219..1451( )

1038865 ACCP91 RS05595 WP 277573766.1
1252 GCO85 RSO7730 WP 011213805.1
1198 PSJM300 03950 AFN76868.1

1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029
1402
1169

TT RS02230 WP 011228203.1

DSB67 RS12670 WP 010643257.1
A1552VC RS11075 WP 000648511.1
1112 NGFG RS09215 WP 003689811.1

1113 AAA85695.1 219..1451( )

1038865 ACCP91 RS05595 WP 277573766.1
1252 GCO85 RSO7730 WP 011213805.1
1198 PSJM300 03950 AFN76868.1

1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029
1402
1169

TT RS02230 WP 011228203.1

DSB67 RS12670 WP 010643257.1
A1552VC RS11075 WP 000648511.1
1112 NGFG RS09215 WP 003689811.1

1113 AAA85695.1 219..1451( )

1038865 ACCP91 RS05595 WP 277573766.1
1252 GCO85 RSO7730 WP 011213805.1
1198 PSJM300 03950 AFN76868.1

1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1

consensus

s

IA:NLAEéﬁ {>ARHl§¢E§Y§E6§ & Ak,

Qu FSLN Ek§YA EA RéhsﬁK g =

...... PP
...... IIKNSVIT
...... KTQV PViAA
KPAQMMP TigA
* *

APIRLAT o el Rl

EAG J§L QA|WAT ERQTENRKF

*

)

D INIF RQLATM
DITIFTRQ ATM
DITIMTRQLATM
DIT FTRQL TM
DIT FTRQL TM [

o s

LSRAFSNHPKYFDRFYCNLViAGETGGVL
A

LSIAIISIHPISY DAY CNL VEAA GEpR€GLYL
DIINF RQ ATM LA BKHPYAFDIRLYRINLVISAGEY GWL
DIT F RQLATM
DIIY FTRQ ATM
DINIFTRQLATM

DITIFTRQLATM
Dok ook | Lok | )

B.itLQﬁYAIYKEKi@LﬁzMA o Vo e shee s A2 AE O W DGt

IN4FGA LPAFTQ V

IS4EGAELPWIF TQNV
EWIGAELPIQAT QEyV
ANMEF:NARFNL INN T\Y

K GVP V@ BEI
B G PLVQAF ' IVARQGMEN:NE
KAGVPL Q F I EGIIUNPNM [ o [®

ok | ok ok ok ok ok ok ok * * kokok Dkskk LD x|

ERFGAELPAFTQ
IFGA LPAT
IN{FGAELPAFT
ISFGA LPAFTQ V
IEIFGA LPAFTQ V

Hokokokokok Doskokok D kkk skokk Dkkk Ik Ik Dok | sokk ok Dok D Dskok | okok ook

144
147
148
150
150
140
147
146
149
149

224
227
228
230
230
220
227
226
229
229



logo

NTDB id 1029 TT RS02230 WP 011228203.1

NTDB id 1402 DSB67 RS12670 WP 010643257.1
NTDB id 1169 A1552VC RS11075 WP 000648511.1
NTDB id 1112 NGFG RS09215 WP 003689811.1
AAA85695.1 219..
NTDB id 1038865 ACCP91 RS05595 WP 277573766.1
GC085 RSO7730 WP 011213805.1
PSJM300 03950 AFN76868.1

ACIAD RS01680 WP 004920476.1
ABD1 RS01610 WP 000279215.1

NTDB id 1113

NTDB id 1252
NTDB id 1198
NTDB id 1016
NTDB id 1059
consensus

logo

NTDB id 1029
NTDB id 1402
NTDB id 1169
NTDB id 1112
NTDB id 1113

NTDB id 1252
NTDB id 1198
NTDB id 1016
NTDB id 1059
consensus

<0

logo

NTDB id 1029
NTDB id 1402
NTDB id 1169
NTDB id 1112
NTDB id 1113

consensus

TT RS02230 WP 011228203.1
DSB67 RS12670 WP 010643257.1
A1552VC RS11075 WP 000648511.1
NGFG RS09215 WP 003689811.1
AAAB5695.1 219..
NTDB id 1038865 ACCP91 RS05595 WP 277573766.1
GCO85 RSO7730 WP 011213805.1
PSJM300 03950 AFN76868.1

ACIAD RS01680 WP 004920476.1
ABD1 RS01610 WP 000279215.1

TT RS02230 WP 011228203.1
DSB67 RS12670 WP 010643257.1
A1552VC RS11075 WP 000648511.1
NGFG RS09215 WP 003689811.1
AAAB5695.1 219..
NTDB id 1038865 ACCP91 RS05595 WP 277573766.1
NTDB id 1252 GCO85 RS07730 WP 011213805.1
NTDB id 1198 PSJM300 03950 AFN76868.1

NTDB id 1016 ACIAD RS01680 WP 004920476.1
NTDB id 1059 ABD1 RS01610 WP 000279215.1

L A GgAI
GIgAT

1BePYaz o8 e

o

Pz LAVlLF
FRGEEFVSLEISGKIMSQERDS
[NaEET K ALRKNEFQI
K LEARE T[T QRREA
RIGEK LEARE TI4T QRREENA
3 L MBY KIS PIMQHL FpYAS
A G BFEY I SHEFIE DR

Bl AR FiqY E¥iRSE

G AIR F o JRSI

4R ST
kokokokokokokokkk kk ok

Y b,

AMYLP F LGNVV
AMYLP F LGNVV

MYLPIFﬁLG VV

AMYLPIF

AMYLPIF
AMYLPIF

Do | Lk | otk ok o5 ok ok

X non conserved
B similar
>507% conserved

RW.YYG PQ

KIRERSIAY . . .
AMYLPIF GSVVES

KPR, DRL

X DRLIAL
LLAAJISSIH
LK T SiAlGIRKF|

NWE)AS

skokokokk Dok |k |

N%F

LRSS

. HCHJYE L VARRIAYM
. NJNE A EIVAARRIVAYM

406
407
408
410
410
400
406
405
408
408

o ol e AT LTIV v s TAckn s

I FAAGVPLVDwL STAGABGN
V

IAFAAGVPLVDEL STAGAJ\GN
HDS AN RT TF.AGVPLV AL AGATGNK
IKARNTARF RTL TFAAG PLV ALJSSMMAGATGN
MK B ARF RTL TTFAAGVPLVDAL SQAGATGN
MKAWTIAR SRTLATTFAAGVPL DALESTAGATNNE
MKAIIAR SRTLATTFAAGVPL DAL STAGATRIN

Poksksk |1k kok |oskskkokokk | okkox * 1%k sk sk sk

IGEESG
IGEESG

D Lrk b Lok bokokor Tk Lok Lkok Lx

303
307
308
310
310
300
307
306
309
309

383
386
387
389
389
379
386
385
388
388



