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Abstract; Objective To explore the specific biomarkers in saliva of Chronic Glomerulonephritis patients using matrix assisted
laser desorption/ionization time-of-flight mass spectrometry, MALDI-TOF MS(MALDI-TOF-MS) technique and to establish diag-
nostic model. Methods The saliva protein fingerprints of 43 Chronic Glomerulonephritis cases and 45 healthy controls were detec-
ted by weak cationic-exchange magnetic beads(MB-WCX) and then analyzed by MALDI-TOF-MS. Then the specifically expressed
differential proteins in two groups were used to establish the diagnostic model combined with bioinformatic methods. Results The
saliva protein fingerprint data of the two groups were compared and 116 discrepant protein peaks were found (P<C0. 05). The 3
peaks of m/z 2 499. 11 Da,2 159. 09 Da and 3 622. 30 Da were used to build the best decision tree model. The accuracy,sensitivity
and specificity of the diagnostic model were 85.23% (75/88),83. 72% (36/43) and 86. 67 % (39/45) respectively. Conclusion Pre-
liminary saliva proteome diagnosis model of chronic glomerulonephritis was set up providing new ways and means for the early diag-
nosis of chronic glomerulonephritis.
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