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AR Protein ID DA (A% PERES

B16 Heat-shock protein 70 LC-MS/MS Chaperone response
Heat-shock protein 82

R26 Heat-shock protein 70 LC-MS/MS Chaperone response

B17 20S Proteasome alpha subunit F | LC-MS/MS Proteasome response

R25 20S Proteasome alpha subunit E | LC-MS/MS Proteasome response

B21 Glutathione-S-transferase N-terminal Stress induced protein
R27 Glutathione-S-transferase LC-MS/MS Stress induced protein
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e Protein ID a Y T ab RBEEIT

B2 Enolase LC-MS/MS Glycolysis

B3 Enolase LC-MS/MS Glycolysis

B4 Enolase LC-MS/MS | Glycolysis
N-terminal

R4 Phosphoglycerate mutase LC-MS/MS | Glycolysis

R5 Phosphoglycerate mutase LC-MS/MS Glycolysis
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o Protein ID RBEEIT
B19 Glyceraldehyde-3-phosphate LC-MS/MS | Calvin cylce
dehydrogenase N-terminal | Glycolysis

B20 B 1,3-Glucanase N-terminal | Defense protein

Bl Triosephosphate isomerase LC-MS/MS | Calvin cylce
N-terminal | Glycolysis

BH Triosephosphate isomerase LC-MS/MS | Calvin cylce
N-terminal | Glycolysis
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Nature (2003 Oct) 425:441 news

China takes centre stage for Ilver proteome

| David Cyranoski, Changsha, China
| Chinaissettolead a massive research project
| to describe all ¢ he proteins in the human
| liver — the liver <teome. The initiative is
| being coordinatea oy the Human Proteome
Organisation (HUPO), an international
| group that is also overseeing plasma and
brain proteome projects.
But parts of China’s plan are controver-
sial — in particular, a project to generate a
| range of different antibodies in one go.
i Last month, China surprised the world of
| protein chemistry by pledging 200 million
yuan {$24 million) for the three-
year pilot phase of the interna- L &
tional liver-proteome study. Two T ol .o
weeks later, researchersat China's
annual proteomics meeting, on
18-21 September, established a
Chinese branch of HUPO and
elected as its director the ambi-
tious Fuchu He, a systems-

Ih CVRANOSK]L LEFT & INSET

{lﬂnx-'m1tit‘.u|m]l].f, antibodics are Helmut [‘vl-:rj;ﬂ:‘r of the University of |
made one at a time, but Sun’s  Bochum, Germany, who heads HUPO’s
team will inject several differ-  brain-proteome project, thinks that the
ent proteins extracted from  Chinese researchers may be biting off more
biology researcher at the Beijing human livers into mice and  than they can chew. “Sometimes it's nearly
Institute of Radiation Medicine. i then harvest the antibodies impossibleto identify the protein to whichan
“This is a golden opportunity for China to made to cach of them from the mice’s blood.  antibody binds,” he says. His brain-protcome
lead an international effort,” says He, who  These antibodies will be identified individu-  project plans to start an antibody project
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Mw / pl (molecular

Spot no. Protein match to Organism Access. No. Sequenc% Scores  weight and pl of FBlaEe Mechanism
Coverage (%) . Mw / pl
matched protein)
F14 NADH Plocosperma -~ A19900 1% 20 82.419.14 84.8/6.62  Photosynthesis
dehydrogenase buxifolium
Oryza sativa
F15 alpha tubulin (japonica cultivar-  AAT77077 38% 445 49.8/4.88 48.2 /5.69 Cytoskeleton
group)
Oryza sativa
F1e  ATPsynthase CFL .o ica cultivar-  NP_039380 39% 749 55.6 / 5.95 57.3/6.46  Photosynthesis
alpha chain
group)
Oryza sativa
F17 osr40cl (indica cultivar-  CAA64683 10% 155 38.8 /6.3 39.3/6.75 Dry stress response
group)
Arabidopsis Development of
F18 Maf family protein thaliana (thale NP_199091 4% 27 25.8/4.81 26.0/6.05 b
nuclear-envelope
cress)
utative potassium QLI LI
Fig P POIasSIUM = ;- honica cultivar-  XP_475262 0% 43 94.7 1 6.64 25.7 1 6.54 Voltage gate
channel protein
group)
utative malate Oryza sativa
F20 P (japonica cultivar- XP_475913 12% 110 35.4/8.22 38.3/6.06 TCA cycle
dehydrogenase
group)
=pp  SERMEIBICELERED  CEIRWEN  hneqoee 3% 47 33.9/5.75 36.0/5.96 Antioxidant
homolog 1 (soybean)
F22 glucanase Oryza sativa AAK16694 3 34 34.7/5.92 32.1/5.71
Oryza sativa
F23 actin (japonica cultivar- AAO62546 9% 78 41.6/5.31 32.6/5.04 Cytoskeleton

group)
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Acetyl-CoA CoA g2 Acetate
Serine v » O-Acetylserine \—/‘ » Cysteine
Serine acetyltransferase Cysteine synthase

v
Isocitrate Glutamate —

_ conitase
Citrate a-Ketoglutarate Glutathione
S-transferase v
Oxaloacetate Detoxification ¢ Glutathione
V'
Malate Succinyl-CoA Methylglyoxal
dehydrogenase
Malate -
\ Glyoxalase |
v
Fumarate S-lactoyl-
\ glutathione
Succinate
Isoflavone
Monodehydro-ascorbate reductase

reductase homolog 1
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Interacted proteins

Protein ID Match peptide
Adenosylhomocysteinase IVLTIIR
DSAAVFAWK
HSLPDGLMR
LVGVSEETTTGVK
Histone H4 (wheat) IFLENVIR
IDGLIYEETR
TVRAMDVVYALKR
Fructose bisphophate aldolase = VTPEVIAEYTVR
IGPNEPSQLAIDLNAQGLAR
Triosephosphate isomerase TNVSPEVAESTR
VIACVGETLEQR
NAD-dependent malate DDLFNINAGIVK
dehydrogenase
Histone H3 ASAPATGGVK
Putative lipase DQVLEEVRR
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