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Step1: Setting parameters
Step2: Importing the results of 
de novo sequencing of MS data

Step3: Setting the 
path to the output file

Step4: Selecting the “Get 
Junction Peptide" option

Step5: Clicking “Start" 
to run the program



In the second step above, the input file needs to satisfy the following format, with the contents of 
each line separated by commas: name of the MS raw file, scan number of the MS2 spectrum, peptide 
identified by de novo sequencing, monoisotopic mass of the precursor ion, and charge, respectively.



1. When the program is finished running, two files are available: Result.txt and JunctionPeptide.fasta.
2. In the Result.txt, all of the possible junction peptides corresponding to the MS2 spectrum are shown after the 
colon in each row.
3. JunctionPeptide.fasta provides all possible non-redundant junction peptides enumerated from the MS dataset.


