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Protein No.

Gene product and protein name

ribulose-1_3-bisphosphate carboxvlase/oxvgenase largs subunit
ribulose-1_5-bisphosphate carboxvlase/oxygenase large subunit
ribulose-1_5-bisphosphate carboxvlase/oxvgenase large subunit
ribulose-1_5-bisphosphate carboxvlase/oxygenase large subunit
ribulose-1_3-bisphosphate carboxvlase/oxygenase activase |
ribulose-1,5-bisphosphate carboxylase/oxygenase activase 2
ribulose-bisphosphate carboxvlase

ATP synthase CF1 alpha subunit

ATP synthase CF1 alpha subunit

ATP synthase beta chain

ATP svnthase beta subunit

ATP synthase beta subunit

putative glhitamine svnthase 2

hypothetical protein VITISV 027630

hypothetical protein VOLCADRAFT 763573

RecName: Full=Ribulose bisphosphate carboxylase small chain,

chloroplastic; Short=FuBisCO small subunit; Flags: Precursor
predicted protein
predicted protein

s RASERGITIE (2-DE, MS) FRABEEBLILIR

ol R 8 22 e RR A H AL 18

Accession No.in NCBI
331690237
2502002
1124088354
331690145
12620881
12620883
49495197
Q1208887
114107118
332105877
13236736
TEEE411
193200696
147791852
302547389

1352821

224138546
224157625

Plant species

Hiraea wiedeana
Theobroma cacao
Heisteria densifrons
Doplopterys nutans
Gossypium hirsutum
Gossypium hirsutum
Hildegardia harteri
Gossypium hirsutum
Daucus carota
Gossypium arboreum
Reinhardtia simplex
Utricularia gibba
Capsicum anmmnim
Vitis vinifera

Volvox carteri f nagariensis

Populus trichocarpa
Populus trichocarpa
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Downloads - Contact - Documentation/Help

Search Blast Align Retrieve ID Mapping
Search in Query
[Pratein Knowledgebase (UniProtkB) | | LSearchJ l Advanced Search » ] l Clear ]
8
THE FIRST 10 YEARS OF UNIPROT LELE
Saturday 8 September 2012, Basel, Switzerland UniProt release 2012_05 - May 16, 2012
Celebrate UniProt's 10th anniversary with us! Renowned speakers from the S:?(Pt:g!tggceptmn [ B e EETIES T

fields of interactions & protein modelling, proteomics, protein structure &
function, and genome analysis & annotation will highlight how protein
databases are underpinning life sciences.

» Statistics for UniProtkB:
Swiss-Prot - TIEMBL

» Forthcoming changes

Submit abstracts for talks and posters fo abstractsUP12@isb-sib.ch » News archives
Follow @uniprot
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Protein No. Gene product and protein name Accession Noin NCBI  Plant species
1 ribulose-1,5-bisphosphate carboxvlase/oxygenase large subunit 331690237 Hiraea wiedeana

* E—AEHENI:

l.hil"ro.t.,: » UniProtKB

Downloads - Contact - Documentation/Help

Search Blast Align Retrieve ID Mapping *
Search in Query

|Frotein Enowledgebase (UniProt¥B) « | ribulose-1,5-bisphosphate
carboxylase/oxygenase large subunit AND
organism:"Hiraea wiedeana®

1 result for ribulose-1,5-bisphasphate® AND carboxylase/oxygenase® AND large® AND subunit® AND organism:"Hiraea wiedeana" % in UniProtKB

+% Reduce sequence redundancy to 100%, 90% or 50%
-
Results
Entry * Entry name Status * Protein names L1 © Gene names * Organism “ Length
O F4ZQ51 F4Z051_9ROSI W Ribulose-1,5-bisphosphate carboxylase/oxygena... rbel Hiraea wiedeana 450
-
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o H A xybiological processs molecular
functionflicellular component J5 T HE B :

General annotation (Comments)

Subcellular location Plastid » chloroplast'\.f-' similarity ) (R
Ontologies
Keywords
Biological process Photosynthesis | ful=Eas= RU00425

Cellular component Chloroplast ™

Plastid
l:l JL»
Gene Ontology (GO)

Biological process carbon fixation
Inferred from electronic annotation. Source: InterPro

photosynthesm
Inferred from electronic annotation. Source: UniProtkKB-KW

Cellular component chloroplast

Inferred from electronic annotation. Source: UniProtkKB-SubCell
Molecular function magnesium ion binding

Inferred from electronic annotation. Source: InterPro

ribulose-bisphosphate carboxylase activity
Inferred from electronic annotation. Source: InterPro

Complete GO annotation...
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(Gane product and proteinnams Plant spacias biological procass molacular fimetion cellular
componsnt
magnssinmion
ribulose-1, 3-bisphosphats . . i binding/ribulosa-
carboxvlase/ cvesnase largs subumit Hiraza wisds Photosynthesis bisphosphats carboxvlass chloroplast
activity
magnssinmion
ribulosa-1, 3-bisphosphata ) binding/ribulosa-
carboxvlass/onvesnass largs subumit Theobromacacao Photosynthesis bisphosphats carboxvlass chloroplast
activity
magnssiumion
ribulosa-1, 5-bisphosphats N - . binding/ribulosa-
: Haisteria densift Phot tha: = hl last
carboxvlass/oovesnass largs subumit FislsiA densions plosyHiess bisphosphats carboxyvlass chierep
activity
magnassinmion
ribulose-1, 5-bisphosphats . binding/ribuloss-
carboxylasa/oxyesnase lares subumit Doploptaryes nutans Photoswvnthasis bisphosphsts carbaxylase chloroplast
activity
ibulosa-1.5 -bi ta
ribulose-1,3 bisphospha . Gossvphum hirsuhmm ATP binding
carboxvlass/onvesnass activasz 1
ibulose-1, 3-bisphosphats
fibuiosef, - DEDARE N Gossvphum hirsuhmm ATP binding
carboxylass/ovesnass activassl
magnasinmion
. . . . . Photosynthesis binding/ribuloss-
bulose-bisphosphate carbowylaze  Hildzgardia barts o = hl last
ribule se-bisphosphats carboxylas S = carbon fixation bisphosphats carboxyvlass ERleeR
activity
ATP CF/Chloropl
. . . svnthasizHwdrogsn i . asthlembran
ATP svnthass CF1 alphs subunit Gossypium hirsuhmm ion transpostTon Hwdrolass = Plastid Thy
transport Transport lakoid
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(Gene product andproteinnams  Plant spacias biclogical process molaeular fimetion cellular
componsnt
ATP svnthasis Hydrogenion CF/Chloroplasthd
.'kaP s:.untha:a CF1alpha Dancus carcta transportTon Hydrolass embrans/Plastid T
subumt transport Transport hylakoid
ATP svnthasisHwdrogsnion CF/Chloroplasthd
ATP svnthaza bata chain Gossypium arhormmm  transportTon Hydrolase ambrana/Plastid T
transport Trancport hyvlakoid
ATP svnthasis Hydrogenion CF/Chloroplasthd
ATP synthase bets ubumit  Eeinhsardtia simplex  transportTon Hydrolass embrans/Plastid T
transport Transport hylakoid
ATP bindinghvdrogen ion
transportine ATP svnthasa
activity, rotational
ATP synthesisHydrogenion  mechsnism/hvdrog=n- CF/Chloroplasthd
ATP svnthase bata subumit  Utricularia gibba transportTon axporting ATPass activity, embrana/Plastid T
transport Transport phosphordlative hvlakoid
machanism/proton-
tramsportine ATPaseactivity,
rotational mechanism
putativa glutami:l_: Capsicum anmmm elutamins biosvnthetic process ATP bm_di:_lg glutan:.w?a- Cwvtoplasm
swvnthass 2 ammonia ligase activity
extrinsic to
Hypothatical pretain Witis vinifara phl:-t.l:-_s_\"l.'l_thesu photosystam IT caleium ion binding :I:I:I.E:I:.I:I.]:l:l.'.-?ﬂi‘ HEER
stabilization navolving
complax
Volvox casteri maslats matabolic mslate dehvdrogenass
hyvpothatical protein - T procass'carbolnvdmts MADP+) activite/mclaotids
f nagarisnsis . .
= mestabolic procass binding
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e biological process%Au43#r:

biological process distribution

Ophotosynthesis BATP synthesis
Ohydrogen ion transport Oion transport
B transport Ocarbon fixation

Bglutamine biosynthetic process Ophotosystem II stabilization
BMmalate metabolic process B carbohydrate metabolic process
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e molecular function4Au43#r:

molecular funcion distribution

Omagnesium ion binding
Bribulose-bisphosphate carboxylase activity
OATP binding

Ohydrolase

Bhydrogen ion transporting ATP synthase activity
Ohydrogen—exporting ATPase activity
Bproton—-transporting ATPase activity
Orotational mechanism

@phosphorylative mechanism
Bglutamate—ammonia ligase activity

Omalate dehydrogenase activity

Ocalcium ion binding

Bnucleotide binding
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o cellular component434u43#f:

cellular component distribution

A\
I

Ochloroplast BCF

Omembrane Oplastid

Bthylakoid Ocytoplasm

Bextrinsic to membrane Ooxygen evolving complex
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e Blast2GO: Online GO Tool

e Blast2G0® is an ALL in ONE tool for
functional annotation of (novel) sequences
and the analysis of annotation data.

Blast2GO&— 4G BBy P SR 3 gk 4F -

o User—friendly, High—throughput and
interactive, Highly configurable, Data
mining, Vocabularies.

Blast2GO Hﬁ,fjlznn . %1%)% ’ I_Jl_i ’ %JBﬁszFLﬂJ‘
V£, ATDAH EITIREL, 7 DIRRTEENBERET

RSP IFHORARZRPIE R, B3ZF#GO0. KEGG
maps- Interprofl Enzyme CodesZE¥iR%E .

\H
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BLASTing. mapping. annotation. statistics
analysisfll visualization,
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Blast2G03

= AL

http://www. blast2go. com/b2ghome

@ blast2go

N/JJ: WIHER] DL #3F 2 3%B1ast 2G04 :
http://www. blast2go. com/b2glaunch/start—

Start BlastzGO by Java Web Start

(" Select the amount of java-memory | 500 | vB

L-') To run Blast2GO via Java Web Start

<=—_ pleasedick here

Please select the max. amount of system memory (RAM) you allow JAVA

to use to improve the performance

of Blast2G0:


http://www.blast2go.com/b2ghome
http://www.blast2go.com/b2glaunch/start-blast2go
http://www.blast2go.com/b2glaunch/start-blast2go
http://www.blast2go.com/b2glaunch/start-blast2go

Blast2G0% k43 Hr

o Blast2GO3RM: = 7L -

Blast2GO V.

1

File Blast Mapping Annotation Analysis Statistics Select Tools View  Support

&> P [G0:0007067,G0.0016021 c %
| nr ] sequence name seq description length | #hits min. eValue | sim mean iﬂ'GO# GOIDs Enzyme InterPro

( GO Graphs ] Application Messages | BlastIPS Results | Statistics | Kegg Maps

Blast2GO - Latest updates!

| St o

- Please visit B2G-FAR: The Blast2GO Functional Annotation Repository (hitp:iwww.b2gfar.org)
- Please help to improve B2G. Suggest and vole new ideas at hitp /iblast2go uservoice com
| - Anew SELECT menu to filter/query your data-set for InterProScan results:

| - Try the new Keyboard shortcuts

- Find more information in the BlastResult table (frame. hitiquery ratio.. )

added automatic intemet browser detection

| - Improved interface for the enrichment results export. filtering and visualization

- Export pie and bar charts in plain text-format

- Find a new Java memory monitor under TOOLS

|
|
i
|
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o TE18MERFAEHTFIIN fastatd Aacsn

Load B2G-Project (.dat) AltZ

Load Annotations {.annot) A

C A — AN Tastaxff, filFiledrfroca—

Save B2G-Project Alt

Load FASTA file(. fasta) i NEH .

Q‘

Exit Blast2G0

o KR EBlastpJRun BLAST Steps MappingHr
Run GO-Mapping Step~ AnnotationHif{jRun
Annotation Steps Run InterProScan(online) s
Run GO-Enzyme Code Mapping~ Run GO-
Q1im(online) iz e o e

Blast| Mapping  Annota MaIJIJinQ| Annotation  Ana,

Run Annotation Step AltA

Run BLAST Step Alt-B Run GO-Mapping Step Alt-M | Set Evidence Code Weights A

Reset Annotation

Reset Mapping

Delete Blast Results

: Run ANNEX (Annotation Augmentation) Ait-

InterProScan »
Enzyme Code and KEGG 3
GO-Slim 3
Annotation | Analysis ~ Statistics  Select Tools View  Support Annofafion | Analysis  Stafistics  Select Tools View  Support Annotation | Analysis  Statistics  Select Tools View  Support

Run Annotation Step A Run Annotation Step

Run Annotation Step

i Wei . N N Set Evidence Code Weights
SRS ‘#mls{ min. eValue | sim mean ‘#GO# & ‘#mts{ min. eValue | sim mean ‘#G03| Set Evidence Code Weights
Reset Annotation Reset Annotation #hits min. eValue | simme
Run ANNEX (Annotation Augmentation) Ait1 Run ANNEX (Annatation Augmentation) Ait1 Reset Annotation
InterProScan » Run InterProScan (online) Al InterProScan 3 Run ANNEX (Annotation Augmentation) Alt-N
Enzyme Code and KEGG » Stop sending InterProScans Enzyme Code and KEGG ¥ Run GO-EnzymeCode Mapping = \nterProScan y
GO-Slim »| Reset InterProScan Results (E2:5T0) O Fese Em e K iy Enzyme Code and KEGG R
on A Load Pathway-Maps from KEGG (online) A+ =y
Merge InterProScan GOs to Annotation »it-J 5 -
atwne forotein ar niicentide)? f'WE {prmtogt bF Aicleode) Stop KEGG-Map retreival GO-Slim » Run GO-5lim (online) an-G
nih.goviblastfastashimi) Reseflremove KEGG-Map data Undo GO-Slim
) = hna frredain ar aniclantidaln
Export KEGG data




Blast2G0%k /43 #i

A TR AR H R B ST 25

Hits

100
a0
a0
70
&0
&0

30
20
10

i}

Lt

. At

Blast Statistics

InterProScan Statistics »

1 Mapping Statistics

| Annotation Statistics  »

b

Sequence similarity distribution

i pidStatisticsH

Statistics ‘ Select

30

40 50 80
#positives/alignment-length

To

20

oo

100

Species

Species distribution
BLAST Hits

80

a0

100 110 120 130

140 150 180 170 180

0 10
Glysine max
Vitis vinifera
Papulus tiichocarpa
Arabidopsis thaliana
Gossypium hirsutum

Theohrama cacao
Ricinus communis
Arab dopsis yrata
Hicotiana benthamiana

NADP

Liquidambar styraciflua

Gossypium herbaceum

e onn

Medicaga truncatula

Brassica napus

Acer ubrum

Theabiams grandifiorum
Gossypium raimo

Bn deniats

Brachychiton acerifolius

ansonia digitata

atisia cordata

Gossypium barbadense

Gonystylus bancanus

Jubelina wilburii

Solanum tuberosum

Fremontadendran califormicum

Peltophorum pterocarpum
i

homasia solanacea ||

ers
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Number of sequences with length(x)
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CITRATE CYCLE (TCA CYCLE) OXIDATIVE PHOSPHORYLATION

Complex 1 Complex IV

o
______ ,>| Olyeolysis
o= o e

Fatty acid biosynthesis [ = ===, i
|
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E mmmmmm Ftype ATPse (Buceon)

E [htave [ inga ] s [hiantsd Thvaosss Tiotos Tiidue7 [iouess Thdusi [nidni2 Theansia] (oo L eite | comml dois Topotoa]l © T = |
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.1.1.37: hypothetical protein VOLCADRAFT 76573
.6.3.6: ATP synthase beta chain/subunit

LW =
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ARGHINE AND PROLDE METABOLIS

I ALANTHE. ASPARTATE AND OLUTAMATE METABOLISM

EERE

1538

el
Urea Cyel

_H_\me
I

e o ool
T i
B Fmew_ [T1a1)
-
— ">

T3

M

=l 3531480
o P % o
W P b od et B
T s

28150

s I e [ )

L

[t

iy —

6.3.1.2: putative glutamine synthase 2
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[ SLYOXYLATE AT DICARBOMYLATE METABOLISM |

FYRUVATE METABCL [

msmh N

e —

1.1.1.37: hypothetical protein VOLCADRAFT 76573

1.1.1.82: hypothetical protein VOLCADRAFT 76573

4.1.1.39: ribulose—1, 5-bisphosphate carboxylase/oxygenase
large subunit ; ribulose—bisphosphate carboxylase ;

Ribulose bisphosphate carboxylase small chain
6.3.1.2: putative glutamine synthase 2
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1.1.1.82: hypothetical protein VOLCADRAFT 76573
4.1.1.39: ribulose—1, 5—bisphosphate

carboxylase/oxygenase large subunit ; ribulose-—
bisphosphate carboxylase ; Ribulose bisphosphate

carboxylase small chain
1.1.1.37: hypothetical protein VOLCADRAFT 76573
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. 1.37: hypothetical protein VOLCADRAFT 76573
1.2: putative glutamine synthase 2
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