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B AT ST ( NetPhos 2.0 ) FHELE M

Bt Pos #ERItUR[E  Score £iE Pos REERINIU S Score
Serine 9 NVVDSWGQA 0575 Serine 9 NVVDSWGQA 0975
45  EKQSLSYRPF 0.746 45  EKQSLSYRPF 0.540
50  YRPFSSVIV 0.809 214 ELAEKSVGTE 0.665
55 SVTVSAIAT 0.959 297 DWVTESSSEL 0.908
214 ELAEKSVGTE  0.665 345 AAFDSHEAA  0.658

297 DVTESSSEL 0.908
298 VTESSSELG 0.973
345 AATDSHEAA  0.638

Tyvrosine 23  QSLPYDSFN 0.596 Tvrosine 191 FAFEYLATA 0.507
191 FAFEYLATA 0.507 316 DETTYPELL 0.665
316 DETTIYPELL 0.665

Threonine 197 ATATTGVPP 0.712
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REBEBLAST

Uniprot protein Datebase

Color code for identity 0-

100% =

Accession

] Query 2013010751 T7TMWES2T

[ Q1AT7SS
[F] K4BVT5
F1F1C933
CBINTF3
[] D3W9HS
1 P30042
[ D7F2D7
[ BTTCAS
[ DEBCR2
[ 081099
[C] FeH042
[F] C4NAMS

Entry
name

Q1ATSY_SOLLC
K4BVT5_SOLLC
F1C933_SOLPN
BINTF3_NICAT
D3W3HE_TOBAC
GGPPS_CAPAN
DYFZ207_SALMI
BTTCAI_SALMI
DBBCR2_CORAV
081099_HELAN
FEH042_VITVI
C4NAMB_HUMLU

0Query hit363 OMatch hit (sqrt scale)403 Name (Organism)

Geranylgeranyl pyrophosphate synthase 2 (Solanum lycopersicum)
Uncharacterized protein (Solanum lycopersicum)
Geranylgeranyl pyrophosphate synthase 2 (Solanum pennellii)
Geranylgeranyl pyrophosphate synthase (Nicotiana attenuata)
Geranylgeranyl diphosphate synthase (Micotiana tabacum)
Geranylgeranyl pyrophosphate synthase... (Capsicum annuum)
Geranylgeranyl diphosphate synthase (Salva miltiorrhiza)
Geranylgeranyl diphosphate synthase (Salvia miltiorrhiza)
Geranylgeranyl diphosphate synthase (Corylus avellana)
Geranylgeranyl pyrophosphate synthase (Helianthus annuus)
Putative uncharactenzed protein (Vitis vinifera)

Geranyl diphosphate synthase large subunit (Humulus lupulus)
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Mega ¥ 1+

2 trikK4BV75|Solanum_lycopersicum_ggs?2

100 — §
Solanum_pennellii

43
42
100
Nicotiana_tabacum

sp|P80042|Capsicum_annuum

a0

86 Vitis_winifera_chloroplastic_pre

Glycine_max_chloroplastic-like

el a1 sp|Q94ID7|Hevea_brasiliensis
52 sp|Q42698|Catharanthus_roseus

76

sp|Q43133|Sinapis_albachloroplastic

ggps1_tomato
sp|O04046|Arabidopsis_thaliana

sp|0O95749|Homo_sapiens

% BEK N Mpennellii BAE—HL, GGPSIF 5 &N T M 41AHGGPS A —itt



Mot i 434

Pfam:

PS00723 POLYPRENYL_SYNTHASE_1 Polyprenyl synthases signature 1 :
148 - 164: LIhDDlIpcmDdddIRRG
[LIVM](2)-x-D-D-x(2,4)-D-x(4)-R-R-[GH]

PS00444 POLYPRENYL_SYNTHASE_2 Polyprenyl synthases signature 2 :
281 - 293: IGIIFQVvDDIID
[LIVMFY]-G-x(2)-[FYL]-Q-[LIVM]-x-D-D-[LIVMFY]-x-[DNG]

95-363: FKIGEEHBE,
AN Z AR, 03l /Z130. 197, 279, 360


http://prosite.expasy.org/cgi-bin/prosite/nicedoc.pl?PS00723
http://prosite.expasy.org/cgi-bin/prosite/nicedoc.pl?PS00723
http://prosite.expasy.org/cgi-bin/prosite/nicedoc.pl?PS00444
http://prosite.expasy.org/cgi-bin/prosite/nicedoc.pl?PS00723
http://prosite.expasy.org/cgi-bin/prosite/nicedoc.pl?PS00723
http://prosite.expasy.org/cgi-bin/prosite/nicedoc.pl?PS00723
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TMHMM Server v.2.0 prediction of transmembrance

TMHMM posterior probabilities for e6203_1
1.2
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outside

inside

transmembranea

B A& Fh Number of predicted TMHs: 0
HEiEZEA Number of predicted TMHs: 0
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TargetP 1.1 Server - prediction results

Name Len c¢cTP mTP SP other Loc RC TPlen
ta517 1 363 0.166 0.081 0.062 0.299 _ 5 -
cutoff 0.000 0.000 0.000 0.000

SOSUIERAMN, AKEBEHEH, AEESH
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http://www.csbio.sjtu.edu.cn/bioinf/plant/

HE
Accession Predicted s
il e Prediction approach
pLLLLL Chlotaplast By fusmg .Gcnc Ol}tology (GO)
mformation
B A
Avoesstonumber | Predited locatons) | Prediohon approach
PLLIL (hloraplast | By fstag PseAA composton
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SMOPAREF, XFHESFE I 721347 — 2 45 #2) Y]

strands I _helix« Random coile F-turn«
4. 13% 29. 78%« 32. 23%« 3. 86%«
F 3 F 3 F 3 A
TAS17T«
1] 188 158 cag can S8 398
E6203+«
| L L 1 |
l 58 l 1688 158 l 2aa l 2a8 et K1
Extended I _helix« Fandomcoile F_turn«
strand+ 29. 78%« a1. 13%+ 4. 13%«

4. 96%«
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Database updates: 3D-JIGSAW (31 Dec) Domain Fishing (31 Dec) Server updates
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Database updates: 3D-JIGSAW (31 Dec) Domain Fishing (31 Dec) Server updates
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2 B ) SWISS-MODEL Workspace

Modelling Tools Repositony Documentation
[ myWorkspace |

[ Settings | [ logout ]

Workspace @

Workunit Type Title Status

PO0000A Modelling - Automated Mode  commom GGPS V’ 0 '_) |=

P000002 Modelling - Automated Mode  wild GGPS "4 O y |x

Symbols: G submission naot finished Mumber of days until workunit will be deleted: '_) keep 7 days longer
@ queued O 7days It 1% delete workunit
@ running

¥ failed/stopped ~ ldays left
V’ﬂnished @will be deleted soon
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