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S6 Fig. Respective overlaps between (A) different MS2 acquisition methods and (B) duplicate
analyses of each MS2 acquisition methods. The overlaps between duplicate analyses of each
MS2 acquisition methods are obviously higher than that between different MS2 acquisition
methods. However, the highest number of unique peptides is achieved from duplicate analyses of
HCD-OT, followed by combination of HCD-OT and CID-IT. Here the data interpretation
SEQUEST-Percolator was used for these raw files.



