Screenshot Summary 
· 64132_4_2 
· 4.2.1: LC-MS exclusion list with a range of retention times. 00:00-00:12
· 64132_5_1
· 5.1.2. Universal contaminant FASTA library being seen. 00:00-00:07
· 64132_5_2
· 5.2.1. Proteomic data analysis parameters from Percolator 00:00-00:13
· [bookmark: _GoBack]5.2.2. trypsin digestion being selected with missed cleavages 00:13-00:33
· 64132_5_3 
· 5.3.1. Peptide intensities being normalized to endogenously biotinylated carboxylase, PCCA 00:00-00:10 
· 64132_5_4
· 5.4.1. Peptide-level results being exported 00:00-00:07
· 5.4.2. contaminant proteins being removed 00:09-00:26
· 5.4.3. Proteins with only 1 PSM or no quantification result being removed. 00:26-00:31

