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Abgtract :Objective  To detect the serum proteomic patterns usng SELDI- TOFMS ProteinChip array

technology in gastric cancer ,screen biomarker candidates,build diagnostic model s and eval uate its clinical

sgnificance in early gastric cancer. Methods SHELDF TOFMS ProteinChip was used to detect the serum

proteomic patterns of 34 patients with gastric cancer (12 cases of / stage and 22 cases of /
stage) and 30 healthy people. The diagnostic model s were developed and validated by discriminant anal y-

ss. Reaults

The model composed by 5 protein peaks 2 046m/z 3 179m/z 1 817m/z 1 725m/z and

1 588m/ z could do the best in the diagnoss of gastric cancer. The specificity and senstivity of it were
94.1 %(32/ 34) and 93. 3 %(28/30) respectively. The single peak 4 665m/z can distinguish stage /

stage and

| gastric cancer ,the specificity and sensitivity of it were 91.7 %,(11/12) and 95.4 %, (21/

22) .Conclusion This method show great potential for the early detection,staging before operation and

screening novel and better biomarkers to early gastric cancer.
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