logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

425
539
256
215

SGO RS10525 WP 012131081.1
SM12261 RS09395 WP 000681587.1
KZH43 RS10270 WP 000681597.1
SPD RS10945 WP 000681597.1

181 SPR RS10425 WP 000681597.1

145 SP RS11450 WP 000681597.1
64573 SPB RS09965 WP 003108843.1
381 SMU RS09890 WP 002262650.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

425
539
256
215

SGO RS10525 WP 012131081.1
SM12261 RS09395 WP 000681587.1
KZH43 RS10270 WP 000681597.1
SPD RS10945 WP 000681597.1

181 SPR RS10425 WP 000681597.1

145 SP RS11450 WP 000681597.1
64573 SPB RS09965 WP 003108843.1
381 SMU RS09890 WP 002262650.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

425
539
256
215

SGO RS10525 WP 012131081.1
SM12261 RS09395 WP 000681587.1
KZH43 RS10270 WP 000681597.1
SPD RS10945 WP 000681597.1

181 SPR RS10425 WP 000681597.1

145 SP RS11450 WP 000681597.1
64573 SPB RS09965 WP 003108843.1
381 SMU RS09890 WP 002262650.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

425
539
256
215

SGO RS10525 WP 012131081.1
SM12261 RS09395 WP 000681587.1
KZH43 RS10270 WP 000681597.1
SPD RS10945 WP 000681597.1

181 SPR RS10425 WP 000681597.1

145 SP RS11450 WP 000681597.1
64573 SPB RS09965 WP 003108843.1
381 SMU RS09890 WP 002262650.1

consensus

5

¢y TENMNT YKNBINSTT AV KVKDAVVSVITYSES
BANNNSTITQTAYKNENSTTQAVNKVKDAVVSVITYSAN
SPENNNSTITQTAYKNENSTTQAVNKVKDAVVSVITYSAN
BANNNSTITQTAYKNENSTTQAVNKVKDAVVSVITYSAN
BNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITYSAN
BNNNSTITQTAYKNENSTTQAVNKVKDAVVSVITYSAN

KA RMRI e SFoaTasonl | KAIWTSIAY e ol DAY

. GFEYF TPHSAT.NN
.MKHLKTFYKKGFQLLVVIVISFFSGALGSFSIlQLTQKS EST

.KMF AG)FT GV
. SHPLEEIHI P F IIRIF

% % %k %k % %k %k K o ok ok k k k K

05 . . oS

GIGNKEFSY . .

sk ok sk | oskok | sk sk sk sk sk >k 5k 5k sk %k k kK ok k

YKKN%@AYILVTNNH\/MDA@KVQ

SEGSGVIY K [JONAY

ko okokokokckokokokokok Dokokokokok I lk D Dok |

LA ENATEDAN

VTNQ@NHVINGAJS(KVDIRL DGWNKVPGEIVGEDT SDI VV

DS . .

* % % %

.. YYNYDSGSQEKHNKSEBGLGHMY Gifefs{el/IR9:9: G D S|§%

* ok k k % %k 3k k k ok kK B I O I B B B B B

S S M

N

Ly o

oskoskoskok | okokok

Ll

Ll

e

Dok Dxl Lxl]

P02

ISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGNSGGPLINIQ
ISSEKVTTVAEFGDSSKLTVGETATIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGNSGGPLINIQ
ISSEKVTTVAEFGDSSKLTVGETATIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGNSGGPLINIQ

ISSEKVTTVAEFGDSSKLTVGETAIAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGNSGGPLINIQ
ISSEKVTTVAEFGDSSKLTVGETATAIGSPLGSEYANTVTQGIVSSLNRNVSLKSEDGQAISTKAIQTDTAINPGNSGGPLINIQ

I

TR

ATT

%N’\

| T T e O T T B O O O B B A

3 A s oy

BGRITSVEG GFAIP ND|Yy NITEQLEKNGKVMRPALGIQMVNLSH
MNGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVNLSN
MNGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVNLSN
MAGGTSVEGLGFAIPANDAINITEQLEKNGKVTRPALGIQMVNLSN
MNGGTSVEGLGFAIPANDAINIIEQLEKNGKVTRPALGIQMVNLSN

BGGTSVEGLGFAIPANDAINITIEQLEKNGKVTRPALGIQMVNLSN STSDIRRLNIPSNVTSGV
B Glg VEG GFAIP NDfj NI IJQLENGEVHRPALGIFMVNL[Y STSH ENLN PEBVTSG
GQVIGINSSKIA SNNSNSGV VEG GFAIP NDy SIINQLEENGEVVRPALGISMANLSEASTSGRDTLKIPS VTSG
U U Pk Do DD DT Dok Do 1 Dok Dokokokok Dokok 1ok |

I

KN

1

[YTSDIRRLNIPSNVTSGV
STSDIRRLNIPSNVTSGV
STSDIRRLNIPSNVTSGV
STSDIRRLNIPSNVTSGV

158
157
157
157
157
157
164
162

243
242
242
242
242
242
249
247

326
323
323
323
323
323
332
332



logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id

425 SGO RS10525 WP 012131081.1

539 SM12261 RS09395 WP 000681587.1
256 KZH43 RS10270 WP 000681597.1
215 SPD RS10945 WP 000681597.1

181 SPR RS10425 WP 000681597.1

145 SP RS11450 WP 000681597.1
64573 SPB RS09965 WP 003108843.1
381 SMU RS09890 WP 002262650.1

consensus

W R LA T DREASTNRA e D e T K s

Q MPA G LEKYDVITK DD@EI S D QSALYJHHSIN| IIK TYYR GKE TT IKLWKS
VQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLIKSSGDLESH
VQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLIMKSSGDLESH
VQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLIMKSSGDLESH

VQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLINKSSGDLESH
VQSNMPANGHLEKYDVITKVDDKEIASSTDLQSALYNHSIGDTIKITYYRNGKEETTSIKLIMKSSGDLESH
Viga: MPA LENYD ' I T\ D[EJIE DLQSALYEHMIRDE KIT: YREYFISATE]  KLK

INOS[EMPA G LISNKYDVITIY DIEKIS

ok DDk Dk D1 D Dok Dokokoskoko ok Lo DL D Dk Dokok ok n Dk D | Dokokokok Dok 1 1 Dok | |k

non conserved
similar
> 50% conserved

[><] e

397
393
393
393
393
393
402
402



