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Supplementary File 1 (HeLa_Database.txt): HeLa customized variant protein database in 
the FASTA format that was used as input for the database search step. 
 
Supplementary File 2 (HeLa_PSMs.txt): Tab-separated table describing the 1,225,780 
identified PSMs. Each row represents a distinct PSM, providing information about both the 
peptide (protein, gene, variable modifications and variant/wild-type property) and the 
corresponding mass spectrum (experiment, file, index, scan, charge and universal 
spectrum identifier). 
 
Supplementary File 3 (HeLa_Identifications.xlsx): Excel table summarizing the peptide, 
protein, phosphorylation site and N-terminal acetylation site identifications. For each of the 
four categories, the corresponding identifications were given a reference mass spectrum 
(referred by the universal spectrum identifier) based on the best score. For the protein 
identifications, the two best non-nested peptides with a length greater or equal to nine 
amino acids were additionally reported. For the peptide identifications, distinct rows were 
included to account for the presence of the PTMs detected by X!Tandem. For the 
phosphorylation site and N-terminal acetylation site identifications, the “Validated Sites” 
column describes the sites that were detected (and validated by PTMProphet for the 
phosphorylations) while the “New Sites” column describes the validated sites that were not 
reported in neXtProt (release 2018.01.17). A reference protein isoform is also specified to 
include fine details of site mapping.  


