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Additional file 1. Cumulative, non-redundant peptide (A) and protein (B) identification results of each run by IBA (information-based acquisition) mode using LIT-TOF MS instrument. A total of 0.5 μg of glomerular protein digest each was measured four times by IBA mode. The blue columns indicate the number of cumulative peptides or proteins identified in the former runs and the red columns represent the new identifications in the current run. The number of MS/MS measurements of each run is 954, 960, 1050 and 982 respectively. As the figures shown, from the 4th run, both peptide and protein identifications increase more slowly than the former runs. 
