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Filter parameters:

Precursor mass range: 350-6000Da

The minimum number of peaks in the
secondary spectrum: 10

Threshold of S/N (signal to noise ratio): 1.5

Database searching parameters:

Fixed modification: Carbamidomethyl (C)
Variable modification: Oxidation (M),
Gln—Pyro-Glu (N-term Q), iTRAQ 8 plex (K),
iTRAQ 8 plex (Y), iTRAQ 8 plex (N-term)
Peptide tol: 15ppm

MS/MS tol: 20mmu

Max missed cleavages: 1

Enzyme: Trypsin

Quantitative parameter:
Protein ratio type: Median
Minimum peptides: 1
Normalisation method:
Median

[Qualitative and relative quantitative analysis results]





