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Supplementary Data Files 

Supplementary Data 1. “SampleParameterFile.xml” 

Description: DeCon2 parameter file used in this study. 

 

Supplementary Data 2. “Annotated_MassList.csv” 

Description: Annotated Mass List of theoretical N-glycan precursor mass-bins and the respective 
intensity values, sample specifically. 

 

Supplementary Data 3. “full N-glycome.jpg” 

Description: Semi-quantitative histograms of SNOG-filtered LC-MS data of all samples. 

 

 

Supplementary Software Files 

Supplementary Software File 1. “HelmJ_MereiterS_Supplementary Software_MS2Oxoplot.zip” 

Description: MS2_oxoplot.pl is a software tool implemented in the cross-platform programming 
language Perl. The script sequentially reads in all .mgf-files in a user-defined directory/folder, extracts 
the intensity values of user-defined m/z values (+/- a user-defined mass-tolerance) and puts them out 
to .mgf-file specific .csv files (automated file name generation: 
INPUT_FILENAME_RepIntensities.csv). Next to the actual script, the .zip folder contains a 
README file, a sample input-file for testing (mouseNglycome_brain_2.mgf) and an expected sample 
output-file (mouseNglycome_brain_2_RepIntensities.csv) 


