Supplementary Table S1 
Description of experiment settings for LC-ESI-MS analysis and identification of proteins

	LC-Parameters
	

	LC gradient 
	0min-1%B-2m-5%B-65min-25%B-90min-60%-91min-99%-92min-99%-93-100min-1%

	Parameter
	Settings

	Name of peak list-generating software and release version (number or date)


	Proteomdiscoverer 1.3

	Name of the search engine and release version (number or date)


	Sequest 2.7 in Proteomdiscoverer 1.3

	Enzyme specificity considered


	Fully tryptic

	# of missed cleavages permitted
	Missed cleavages=2

	Fixed modification(s) (including residue specificity)


	Carbamidomethylation at cystein

	Variable modification(s) (including residue specificity)


	oxidation on methionine



	Mass tolerance for precursor ions
	10 ppm

	Mass tolerance for fragment ions
	1 Da

	Name of database searched and release version/date
	Decoy SwissProt database rel. 2010_11 limited to human entries

	Threshold score for accepting protein identification
	Peptide false positive rate of 1 % corresponding to high confidence annotation

	Threshold score/E-value for accepting individual MS/MS Spectra
	Peptide Teller false positive rate < 1%


	Software/method used to evaluate site assignment
	No PTM reported

	
	


Presentation of Protein Identification Results 

	Information requested
	Reported

	Accession number
	SProt numbers and Entry name

	Number of unique (in terms of amino acid sequence) peptides identified
	Number of unique peptides is reported in Supplementary Table S2 to S6

	Additional information, such as a protein’s name, function, etc. may be included.
	Name, description, PSMs, MW, pI are shown additionally in Supplementary Tables S2


