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O, Cytoscape

open source software for
visualizing molecular
Interaction networks

integrating gene
expression profiles and
other state data

general platform for
complex network analysis
and visualization

Additional features as .- .
pI ug NS http://www.cytoscape.org/




Plugin for visualization of flux distributions

FBA in biochemical reaction networks
frontend for FASIMU

Features

full Cytoscape functionality (filters, additional visual
mappings, ...)

cycle through flux distributions

visualize flux containing subgraph

export vector and scalar images



FluxViz installation |
source ;[ r[3 cromeo

Find Software | Develop | Create Project | Blog | Site Support | About

| . FluxViz Plugin for Cytoscape s.. by mattniaskoenig

Summary | Files | Support | Develop

2 Click solution

he Flux\Viz Cytos Cape plugin integrales the visualization of flux distribL

:} : Cytoscape

Download fluxviz.jar & T
. . ol fluxviz-v0.1.beta jar (1.1 MB) R
Move in PluginFolder - vesseserm:

httpfuxvizplugin.sourceforge.net

Control over version

Features:

L]

cycle through flux distributions

L]

visualize the flux containing subgraph in the full network context

L]

export flux modes as vector or scalar images

L]

mapping of additional network information
Release Date:  2010-01-29
Toplc:  Visualization, Bio-Informatics
Operating System: OS Independent (Written in an interpreted language)
License: GNU General Public License (GPL)

Intended Science/Research
Audience:



FluxViz Installation li

Manage Plugins

Cytoscape | Change Download site

[] show outdated Plugins

1 Click solution

---D Theme: 1
F-C3 Core: 13

Cytosca pe PI u g i n ---D Metwork and Attribute /O 2

---D Functional Enrichment: 2

(= fwailable for Install: 119
Manager &-£3 Theme: 1

B-E3 Analysis: 38

. #-3 Communication/Scripting: &

AutO mat| C U pd ateS 5-£3 Network and Attribute 1/0: 37
-£3 Other: 18

---D Metwork Inference: 7

=& Functional Enrichment; 12

----- +f BIMGO w23

----- + BiMGO w2 31

----- ~f BubbleRouter v. 1.1

----- o ClueG0 w11

----- o ClueC0 w12

----- ~ CommonaAttributes v. 1.3

----- +f CommonaAttributes wv.2.0

----- < FluxViz v.0.09

----- < Funibletviz v 1.0

FluxViz
Version: 0.05
Category: Functional Enrichiment

Description:
Cytoscape Plugin for the visualisation of
fluxes in biochermical networks.

Released By:

Matthias Koenig, Computational
Systerms Biochemistry Berlin

il

| Install | | Close |




Usage example

Installation
Loading example data

Standard example
Erythrocyte network
Hepatocyte Core network

Export of images



Control Panel
Te Network ' VizMapper™ ' Fluxviz | Fil

Tal
»

. test.xml :

Infarmation

#02 0.20 - ATP production. #
target fluxes: 0.20

ID_20333 plasma_membrane
ID_20827 cytosol

constraints: defaults t«
-ID_14148 blood_circulation

+10_ 15668 hlood circulation

%D 17688 cytosal

evaluation: ID_20827_cytosal

min: -0.2

max: 1.0

absMin: 0.006&867

absMax: 1.0

absMean: 0.039536743795620437
fluxFraction: [36/137]
0.26277372262773724

Flux distributions

Name | Min | Max |

00_test.val 0.0

01 atp cyto_areob.val -0,
02 atp cyto.wval -0.2

03_atp_cyto.val -0.18
04 atp _cytowval -0,
05 atp_cyto.val -0....
06_atp_cyto.val -0....
07 atp_cytowval -0,
08 atp cyto.val -0....
09 _atp_cyto.val -0....
10 atp_cytowval -0,
11 atp cyto.val -0....
12 _atp_cyto_anaerob.val -1.0
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Control Panel ul . 109_Citrate cycle and glycolysis FEAxgmml :
2 Metwork ', VizMapper™ " FluxViz | Filte < »
Information

Help Tutorial | JavaDoc | Contact

1. Select Network for visualisation
FluxViz works on the current MetworkWiew.

Ol O30

2. Load val files . N0
Load flux distribution via *.val files. &
3. Load sim file [optional] f{) h

FASIMU simulation information can be
integrated with the flux data.

4, Export 5VG [optional]
Select val file for Flux visualisation and export
as svg.

Flux subnetworks -

Flux distributions

Name | Min | Max |
Q0 _test val 0.0 1.0
O1_atp_cyto_areob.val -0.... 1.0
02 _atp_oytooval -0.2 1.0
03 _atp_oytoval -0.... 1.0
04 _atp_oytooval -0.... 1.0
05 _atp_oytoval -0.... 1.0
Q& _atp_oytoowval -0.... 1.0
Q7 _atp_cytoval -0.... 1.0
Q8 _atp_oytooval -0.... 1.0
Q9_atp_oytoval -0.... 1.0
10_atp_oytooval -0.... 1.0
11_atp_cytoval -0.... 1.0
12 _atp_oyto_anasrob.wval -1.0 1.0

Settings

Load wal
[ Flux subnetwork

Load sim

Export 5WVG

Help Data Panel
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Flux subnetwork




Further plugins

SBMLReader2 [finished]

New SBML parser for Cytoscape with support of all
SBML versions and all node and edge attributes

http://sourceforge.net/projects/sbmireader2/
PositionalData [starting]

Reuse of layouts
Compartments

HepatoBase integration [usage case]
SQL queries


http://sourceforge.net/projects/sbmlreader2/

References

FluxViz http://sourceforge.net/projects/fluxvizplugin/
http://www.charite.de/sysbio/people/koenig/

SBMLReader2 http://sourceforge.net/projects/sbmireader2/
Cytoscape http://www.cytoscape.org/

Cytoscape plugins
http://chianti.ucsd.edu/cyto_web/plugins/index.php

FASIMU http://www.bioinformatics.org/fasimu/
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