
 

Use of template for data import in HCPprofiler soŌware 
Template_Proteins.txt 

 Accession – Column A: Enter 1 protein accession number per line in this column 
 DescripƟon – Column B: Enter the protein descripƟon 
 MW [kDa] – Column C: Enter the molecular weight in kilodalton 
 Calc. pI – Column D: Enter the calculated isoelectric point of the protein (if possible, if 

not it can be empty) 

This file is for the protein informaƟon allowing the quanƟty calculaƟons and chart 
representaƟons. 

Please note that the HCPprofiler protein nomenclature must be as follows:  
“sp|ANAQUANT-1|ANAQUANT-1” in the Accession column. 

 

Template_PepƟdeGroups.txt 

 Sequence - Column A: Enter one pepƟde sequence per line 
 ModificaƟons - Column B: ModificaƟon informaƟon (1 per line, so a same pepƟde 

sequence can be in several lines with or without different modificaƟon) 
 Master Protein Accessions - Column C: Enter the accession number of the protein. If 

there are several proteins in the same sequence, follow this nomenclature: Protein1; 
Protein2 

 Column D: Empty 
 Column E: Empty 
 Column F: Empty (the informaƟon is already in the Template_Proteins file) 
 Column G: Empty 
 Abundance – Column H: PepƟde raw abundance  

If fracƟonaƟon, enter each abundance in column H, I, J… 

 

Please note that the HCPprofiler protein nomenclature must be as follows:  
“sp|ANAQUANT-1|ANAQUANT-1” in the Master Protein Accessions column. 

  

 

 

 

HCPprofiler soŌware 

1. Create a New project 
2. Click on Import new sample 
3. Select Proteom Discoverer soŌware 
4. Click on Select “_PepƟdeGroups.txt” and “_Proteins.txt” 
5. Select your data files “_PepƟdeGroups.txt” and “_Proteins.txt” 
6. Click on Next 
7. Enter your sample informaƟon 

 
8. Click on Import Sample 

 

 

 

 

 

 

 

 


