
ass
ChroQ

i2

MassChroQ3 User Manual

Free and Open Source Peptide Quantification Soft�

ware

version: 1.2.0

Benoît Valot Olivier Langella
Edlira Nano Filippo Rusconi





Contents
1 MassChroQ3 5
2 MassChroQ export tool 6

2.1 Export alignment data to JSON 6

2.2 Generate PDF alignment data report using Typst 6

Bibliography 7



List of Figures



MassChroQ3 User Manual 14/02/2025

1 MassChroQ3



MassChroQ3 User Manual 14/02/2025

2 MassChroQ export tool

MassChroQ3 comes with a CLI tool masschroq-export to extract data from the CBOR MassChroQ3 output file

masschroq-export online help

$ masschroq-export -h RETURN

2.1 Export alignment data to JSON

extracting alignment data to JSON file

$ masschroq-export --json alignment_data.json mcq_quantification_results.cbor RETURN

2.2 Generate PDF alignment data report using

Typst

You need the JSON alignment data file generated in Section 2.1 “Export alignment data to JSON”.

Prepare a simple Typst file (text file with .typ extension) called “alignment.typ” with this content:

#import "@preview/proteograph:0.2.0": *

= Display retention time alignment informations

#let mcq3_json = json("alignment_data.json")

#mcq3-alignment-summary(mcq3_json)

And compile this file using :

Compile alignment typst file

$ typst compile alignment.typ RETURN
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