Identification consistency: precursors, CDF Identification consistency: protein groups, CDF Identification consistency: genes groups, CDF
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Median RT prediction accuracy, minutes

0.16 -

0.14 ~

0.12 ~

0.10 A

0.08 -

0.06 -

0.04 ~

0.02 A

0.00 -




Median mass accuracy, MS2, ppm

2.0 A

1.5 4

1.0

0.5 A1

0.0 -

[1 Without correction
[ Corrected




Median mass accuracy, MS1, ppm

1.4 4 1 Without correction
[ Corrected




Peptide characteristics

[ Average length
[ Average charge




Average missed tryptic cleavages




Precursors, 1% FDR

[ Average
[0 CV < 20%
[ CV<10%




Median precursor CV, 1% FDR




Protein groups, 1% FDR

[ Average
[ CV <20%
[ CV<10%




Median protein group CV, 1% FDR




Gene groups, 1% FDR

[ Average
[ CV <20%
[ CV<10%




Median gene group CV, 1% FDR




