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Fig. 1 Reference intervals for 70 proteins in plasma ( From Specialty Laboratories)
Bl1 70 Mg OrRESETEE (71 E {Specialty Laboratories) )
l: Hemoglobin, 2: Albumin, 3: Factor H, 4: C9 complement, 5: C8 complement, 6: C5 complement, 7: IgG total, 8: C6
complement, 9: €7 complement, 10: Complement, 11: Transferrin, 12: Fibrinogen, 13: IgA total, [4: Thyroxin binding, 15: C3b
complemen, 16: g-2-macroglubulin, 17: IgM total, 18: C2 complement, 19: q-l-antitrypsin, 20: C3 complement, 21: Haptoglobin,
22: Apolipoprotein A-1, 23: Apolipoprotein B, 24: g-l-acid glycoprotein, 25: Lipoprotein (a), 26: Thrombus precursor protein,
27: Ceruloplasmin, 28: C4 Complement, 29: CRP, 30: Complement, 31: Prealbumin, 32: Clq complement, 33: Plasminogen, 34:
Bb fragment, 35: IgD, 36: CI inhibitor, 37: Retinol binding protein, 38: C3a complement, 39: Ferritin, 40: Rantes, 41: SC5b-9
complex, 42: Myoglobin, 43: Thyroglobulin, 44: TPA, 45: C5a complement, 46: Neuron-specific enolase, 47: C-peptide, 48
AFP, 49: TNF binding protein, 50: PSA, 51: Prostatic acid phosphatase, 52: Myelin basic protein, 53: Carcinoembryonic, 54:
Tropenin I, 33: IL-1 ra» 56: MIP-I B+ 57: Troponin T, 358: IL-8, 59: MIP-I «. 60: Tissue factor, 6L: GCSF, 62: Interferon o
63: IL-2, 64: IL4, 65: TNF o, 66: Interferon vy, 67: IL-1 B, 68: IL-12, 69: IL-5, 70: IL-10.
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Fig. 2 Histogram of the molecular masses of plasma proteins
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Plasma Proteome: A “Pathfinder ” of Human Proteome Project*

WANG Ying. ZHAQ Xiao-Hang™
( National Laboratory of Molecular Oncology, Cancer Institute, Chinese Academy of Medical Sciences & Peking Union
Medical College, Beijing 100021, China)

Abstract Blood plasma is a complex body fluid that contains various proteins and small molecules including
peptides, salts, lipids, amino acids and sugars. Plasma proteins perform different kinds of housekeeping functions,
such as immunoresponse. coagulation, anticoagulation. transportation, nutrition and regulating signaling cascades .
which normally are altered both in structure and amount during pathogenesis. These characteristics of plasma
proteome are critical for disease diagnosis and therapeutic monitoring. Nevertheless, only a handful of proteins are
currently well known and used in routine clinical diagnosis. A comprehensive. systematic characterization of
cireulating proteins and peptides in health and disease will greatly facilitate development of biomarkers for many
human diseases. The human proteome organization has launched the Human Plasma Proteome Project as one of the
major initiatives since April 2002. In the pilot phase of the project, as a “ pathfinder” of human proteomics study -
the major goals are (1} to compare the advantages and limitations of many technology platforms; (2> to compare
reference specimens of human plasma ( EDTA, heparin, citrate-anti-coagulated ) and serum prepared specifically
for this project with the technology platforms; and (3 to ereate a knowledge base. The brief introduction about the
plasma proteome project including research status, major problems faced and technical strategies been used are
reviewed.

Key words plasma/serum proteins, proteomics, reference specimen, biomarkers, mass spectrometry
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