logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id

1029
1402
1169
1112
1113
1252

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

GC085 RSO7730 WP 011213805.1
1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
1148841 C6H37 RS04955 WP 005736085.1
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
1402
1169
1112
1113
1252

TT RS02230 WP 011228203.1

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

GCO85 RS0O7730 WP 011213805.1
1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
1148841 C6H37 RS04955 WP 005736085.1
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
1402
1169
1112
1113
1252

TT RS02230 WP 011228203.1

DSB67 RS12670 WP 010643257.1
A1552VC RS11075 WP 000648511.1
NGFG RS09215 WP 003689811.1
AAAB5695.1 219..1451( )

GCO85 RSO7730 WP 011213805.1
1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
1148841 C6H37 RS04955 WP 005736085.1
1198 PSJM300 03950 AFN76868.1

consensus

)

D WNIF RQLATM
DITIFTRQ ATM
DITIMTRQLATM
DIT FTRQL TM
DIT FTRQL TM
DIT F RQLATM
DINIFTRQLATM
DITIFTRQLATM
DIINJF RQ ATM

ATM
* sl

| %%

g.zsLQBYAﬂ@EKgg%LﬁgMA ool ofee

I
I

A YKEKHEM

V
I

&EIRQLAT syl %JA il

sk Dok ||

bRl ek e 0 o,

EAED RTPNARLIWHDR[GEE

AER EPGKG.QAEIRIPALE GPGLK

ig Rt DR M e s ]

IR AISINIPIY FDIAY CNL VEVAGE
LSRENFSNH|ZKNRNR FPAGIRY AN

glbsls

“\/\lA

RNI.%% Elr\|7 Ee

KAG PL QAF
[JAG PL QAF
I8 G PLVQAF
KAGVPLVQAF
KAGVPLVQ F
KAGVPL Q F I

KAGVPL Q F I
* % | % | % 5k k %k %

GLYL
GLYL

GEQSGBEL

FINMALRKMPWYEFDNL CHL
BLV  GEQSGREIL

3 A SENRERA Y |4() HI N Ee

* % kx| kokok Dokkok | Pxx! |

fEcF I

FUREFGA LPAFTQ
FI{8F GAELPJFTQ
ANUIGAELPIZATQ
ARUIGAELPAWTQ

FSIFGA LPAFTQ
FANFGA LPAFTQ
FAMFGAELP FTI8
FANFGAELPAFTI®
sokokok ok Dotk DL skok | okok ok ok

S<<<<<<<<

k okokok Dokokok Dok | 1k | [ kokokkkokokkk | Dkokkx  *xkx

vaeL55EV AY 94

144
147
148
150
150
147
149
149
146
146

224
227
228
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 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( )

1252 GCO85 RSO7730 WP 011213805.1
1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
1148841 C6H37 RS04955 WP 005736085.1
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 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( )

1252 GCO85 RSO7730 WP 011213805.1
1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
1148841 C6H37 RS04955 WP 005736085.1
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 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( )

1252 GCO85 RSO7730 WP 011213805.1
1016 ACIAD RS01680 WP 004920476.1
1059 ABD1 RS01610 WP 000279215.1
1148841 C6H37 RS04955 WP 005736085.1
1198 PSJM300 03950 AFN76868.1

consensus

* % ok % ok X * % k% * * %

Y Bep a0 v LBQ@TEEF ol VA

* * k| kkkk

s lfca,

AMYLPIF
AMYLPIF

Pokoskokokok Dok D 1ok Dokokok ok ok ok

X non conserved
B similar
>50% conserved

kokkokk |okok kx| [} [

o e e,

406
407
408
410
410
406
408
408
405
405

DR Bl e AR LATOFANCY ot ST s

IRFAAGVPLVD

MKANMIAR SRTLATTFAAGVPL DAL

JIITAR SRTLATTFAAGVPL DAL STAGATNN

I kkskskskxk |

QMVWIGEESGE
QMVEIGEESG

QME IGEESG LD MLIJKEIAIXFYE EVDNAV{EIIL FA
QM IGEESG LD MLIYKEIAIREFYE EVDNAV{ERWL FA
QMVAIGEESGAL PIMLEJKVAWFYE EV NAVDEL
QMVAIGEESGALD MLINKV AR YEEEVDHAVDGLTS
QMVAIGEESGALDEMLINKV AN YEREVDNAVDELTH
QMUAIGEESGALDRMLINKVARY YE EVDNEIVDEILTH

QMAIGEESGALD MLEKVAWFYE EVDN|UVDELTH
NN oy ey i o e N T N iy ol

IAR IRFAAGVPLVDRLDSTAGA
IAR V

LDSTAGA
EKAIIARF RTL lTFAAG PLV ALI
I A

303
307
308
310
310
307
309
309
306
306

383
386
387
389
389
386
388
388
385
385



