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This is a quick user guide for automated 13C-based metabolic flux analysis using Flux-P. Release 
1.0 provides services for automating FiatFlux [1], software for metabolic flux analysis of data 
from 13C-glucose experiments.  

The 13C data analysis workflow of FiatFlux has been subdivided into single process steps and the 
required user interaction has been translated into computational functions. These 
programmatically accessible units have then been made available as platform-independent remote 
services using the (Bio-) jETI technology [2] and can be easily assembled to user-specific 
metabolic flux analysis workflows via the jABC modeling framework [3].  

In form of a small tutorial, this user guide gives instructions for the use of Flux-P workflow 
models, explaining the steps of four basic Flux-P workflows.  

Thank you for using Flux-P. 
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data to them. The customized metabolic flux charts can then be exported by OMIX into different bitmap 
and vector graphic formats such as .png, .jpg and .svg. 

In the scope of the Flux-P project we have prepared ready-to-use OMIX network diagrams for B. subtilis, 
C. glutamicum, E. coli, P. putida and yeast, which are readily equipped with an OVL script that offers two 
different markup variants: 

1. Visualization of a single result data set, where the line width of the reaction arrows is adjusted to the 
specific flux. 

2. Visualization of multiple result data sets, where the actual values of the reactions rates are assigned to 
the arrows representing the respective reaction. 

As Figures 14 and 15 show, OMIX displays two buttons for invoking the functions provided by the OVL 
script, in this case for starting the visualization of a single or of multiple results. When choosing to 
visualize a single result, the user will be asked to define the .csv file containing the result. When choosing 
to visualize multiple results, the user will be prompted for the number of results to be visualized first, and 
then asked to provide the .csv files. The Figures also give an example of the effect of the described 
markups.  

Note that these OVL scripts work solely on the exported flux distributions, that is, they are completely 
independent from Flux-P and can deliberately be used in other application contexts. 



Figure 14

 

 Visualization of a single result data set in OMIX.  
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