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geWorkbench Overview

Jational Center for the Multiscale Analysis of
_a enomic and Cellular Networks: bitp:/ [ magnet.c2b2. columbia.edn

Integrated access to MAGNet Center and 3rd party tools. Java,
open source, extensible platform. 70+ analytical and visualization

modules. p#p:/ [ www.geworkbench.org




Demonstration

Snew geWorkbench modules (data and tools from
Andrea Califano’s lab (@ Columbia):

Querying interface for computational
synergy predictions and experimental

LINCS Drug

Synergy Data validation assays

Drug Mechanism of Action using
Network Dysregulation

- Virtual Inference of Protein-activity
by Regulon Readout




ANCS Drug Synergy Data

actome construction.

Differentially
expressed
genes

LINCS Cell Line LLINCS Cell Line
(untreated) (Drug D treated)




LINCS Drug Synergy Data

Step 3: Inference of drug functional mechanism of action.

fMoA (Drug D) = {G1, G2, G3}




Querying Interface

Bl geWorkbench Development - An Open Extensible Platform for BioMedical Informatics

File Edit Commands Tools Help

Cytoscape | LINCS Query Interface | Information Panel |

v @ Workspace

BEd Adjacency Matrix " File Edit View Select Layout Plugins Help

Control Panel 48 2 Adjacency Matrix [Lincs] (1)
[ Networkfs | vizMapper™ | Editor
Network | Nod... | Edg...

E] Adjacency Matrix [Lincs 20(0) 134..
18(0) 38(0)

- = |

Markers T Arrays/Phenotypes ]

Search: @

Marker Sets

( ) New
B

| LoadSet || LoadBySymbols |

Memory: 207M Used, 193M Free, 401M Total.




Acknowledgements

geWorkbench dev team Califano Lab

e Kenneth Smith * Andrea Califano

* Zhou Ji * Mariano Alvarez
Meng Wang * Mukesh Bansal
Min You * Gabrielle Rieckhof
Michael Honig

m) yationgl Instité.ltes of Healtté
ffice of Strategic Coordination - The Common Fund
NIH LINCS

National Cancer Institute

National Centers for Biomedical Computing




