Studying transcriptional regulation using Graph Databases
GREG
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2. Get the output as a graph! (See
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or a given genomic region (i.e., Its queries! (Ask GREG to extend your

“regulatory landscape”). query to the neighbors of a given
node, or ask for the shortest path
between two given nodes, as well as
several other graph-related queries).

GREG 4. Get networks for either one cell

GENE REGULATION type or multiple cell types! (explore

GRAPH DATABASE differences between cell types or
Infer missing data).

Network Visualization Export to GraphML

EXAMPLES

Step1 Choose Cell lines(Default:All Cell Lines) Step2 Choose chromosome (Default: Chr1 with small bins)
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Find interactions for your query TF or IncRNA Find interactions for DNA annotations Find interactions for a chosen genomic region
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Select a transcription factor and the genomic region of your interest. Get the
network with all the interacting TFs, IncCRNAs, and DNA ranges for that region.

*' Get the network with all the interacting TFs, IncRNAs, and
- DNA ranges for that region. l
Get the network with all the interacting TFs, IncRNAs, and |
1000 1000000 . Filter the results by relationship Regulatory Landscape Report
DNA ranges for that region.
Filter your results according to specific relationships (example,
e INCRNA-TF and IncRNA-DNA).
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Expand your search: Double-click on any node and find its interactors. Acknowledgments: Shaurya Jauhari, Rajni Jauhari




