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Supplementary Data and Code 

 

This folder contains the complete pipeline for generation and coloring of Petri nets from gene 
expression data as it was used for creating the figures of the paper, including the data set, the 
code, appropriate example files, and documentation.  
 
The measurements as described in the paper are stored in the file named: 
“anna_zeitreihe_neu01.csv” 
 
To reproduce the computational results, run the code step by step in the following temporal 
order as indicated by the numbered names of the folders: 
 
(1) Generate Histograms and Evaluate Time Series 

(2) Clustering with Simprof Algorithm 

(3) Generate Snoopy File with GetPN 

(4) Compute T-invariants 

(5) Color Snoopy File 

 
To run the R code, simply drag any subfolder named “myR” into the desktop folder of your 
computer and execute the code under R or RStudio. For demonstration purposes, “myR” 
contains all files you need at each particular step. 
 
For additional information regarding steps (2) and (3) see:  

Rätzel et al. (2020): BioSystems 189, 104092 
 
For additional information regarding step (4) see:  

Werthmann, B. and W. Marwan (2017): J. Phys. D: Appl. Phys. 50, 464003  

 


