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Fig. S1 Minute-by-minute schematic diagrams of the multicolumn LC system.
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Figure S2 Illustration of the gradient curve used for trap column cleanup.

	m/z
	sample
	blank1
	blank2
	blank3

	444.74
	100%
	0.38%
	0.67%
	0.22%

	425.77
	100%
	0.28%
	0.86%
	0.21%

	495.30
	100%
	0.40%
	0.58%
	0.43%


Table S1 Relative Intensity for three peptides extracted from 2 ng HeLa digests runs and three blank runs
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