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Rice proteomics: recent developments and analysis of

nuclear proteins
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The proteome research in rice is reviewed and presented a comprehensive research on
nuclear proteome. In the nucleus of rice 549 protein spots were resolved on 2-DE by
CBB staining. One hundred and ninety proteins were identified and sorted into dif-
ferent functional categories. Proteins involved in signaling and gene regulations Rice Proteome Database

dominated others in the nucleus. (http://gene64.dna.affrc.go.jp/RPD/main.html)
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Using Blue-native polyacrylamide gel electrophoresis of digitonin solubilized chloroplast frac-

tions from Arabidopsis, nine protein supercomplexes containing either photosystem I or II were
resolved in a molecular mass range between 600 and 3200 kDa. A strategy for systematic subunit
identifications of supercomplexes is suggested, which employs direct trypsination of complexes
and afterwards peptide identifications by mass spectrometry. Based on this approach, eight -
different proteins of the light harvesting complex II family are shown to form part of a 1300 kDa
photosystem II supercomplex.
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The hydrophobic proteome of mitochondrial
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Arabidopsis cultured cells

A targeted subcellular proteomic approach was performed to get a more exhaustive
array of mitochondrial membrane proteins from Arabidopsis cultured cells. The
identification of these proteins is discussed with respect to their known or predicted
subcellular localization, physicochemical and functional properties.
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Hydrophobic proteome

Proteomics of Medicago sativa cell walls [ Phytochemisiry, 2004, 65. 1709
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Sub-cellular proteomic analysis of a [ Phytochemistry. 2004, 65. 1721

Medicago truncatula root microsomal fraction
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Membrane-associated proteins of Medicago truncatula roots were characterized on Elustered EST
2-DE following sub-cellular fractionation. Ninety-six proteins were identified using database

proteins
M. truncatula clustered EST database for mass spectrometry identification by fin-

gerprinting. \ T —— ¢
_ MALDI-TOF

High-throughput peptide mass fingerprinting of [ Phytochemistry. 2004, 65. 1733
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Soybean seed polypeptides resolved by 2-D electrophoresis were quantified and
identified using an automated peptide mass fingerprinting workflow.

Proteomics of calcium-signaling components in plants [ Phytochemisiry, 2004, 65, 1745
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GST-fused Arabidopsis
ORFeome

Calcium functions as a versatile messenger in mediating responses to hormones,
biotic/abiotic stress signals and a variety of developmental cues in plants. Calcium
circuitry consists of at least three major nodes. The components of each node and
their functions are discussed. An overview of genome-wide approaches in unraveling
Ca**-signaling circuitry is presented.
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Twenty-one potential targets of the barley protein kinase CK2a were identified out of Protein microarrays with 384 barley protcins
768 different barley proteins by means of a novel protein microarray-based kinase
assay.
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Proteomics-based sequence analysis of plant gene

expression — the chloroplast transcription apparatus
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Database screening helped to identify regulatory proteins of chloroplast RNA poly-
merase, including a novel putative RNA-binding protein (RBP). The previously
identified transcription kinase (cpCK?2) is likely to play a common role in number of
plant species.

Phytochemistry, 2004, 65, 1785
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Analysis of cucumber and pumpkin phloem sap proteins by one- and two-dimen-
sional gel electrophoresis identified a range of proteins involved in plant defence
reactions against different environmental or pathogen stresses.
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Specific changes in the Arabidopsis proteome in
response to bacterial challenge: differentiating basal

and R-gene mediated resistance
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We present changes to proteins from two antioxidant enzyme families through the use
of two-dimensional gel electrophoresis and compare proteomic and transcriptomic
data from the same inoculation system.
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A proteomic approach to studying plant response
to crenate broomrape (Orobanche crenata) in pea

(Pisum sativum)
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By using a proteomic approach, including two-dimensional gel electrophoresis and MALDI-
TOF mass spectrometry, a number of proteins differently expressed in broomrape-infected
susceptible and partially resistant pea roots have been identified.

Phytochemistry, 2004, 65, 1817




