Predicting Transcription Factor Complexes Using Similarities in Genomic Motifs

Lichy Han, Maulik Kamdar, Daniel Kim
Biomedical Informatics Training Program, Stanford University, Stanford, CA

INTRODUCTION RESULTS VISUALIZATION

GenomeSnip platform to create an interactive

s Histogram of Cofine SimilaritiesA visualization of the enhancers and promoters,

Edges Chromosome
Community Edge Ideogram (Stain)
Positive Edge ACEN

Bootstrapping the edges (positive and predigt_ed) between |- Predicted Edge GNEG
Threshold _ them, gnd the detected communities.
>= 0.6 http://tinyurl.com/GenomicWheel

« Gene regulation is an interplay of accessible DNA sequences with
regulatory proteins, called transcription factors (TFs) 25

* TFs bind to regulatory sequences called enhancers and promoters
which control gene transcription and are important for cell function

 Gene regulatory networks have been constructed in yeast to
extensively study TF interactions, but contain missing links

« Community detection allows for identification of groups of
promoters and enhancers with similar genomic motifs that define
regulatory binding
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Ensembl ID: ENSG00000177885

Biotype: Protein Coding

Description: growth factor receptor-

bound protein 2 [Source:HGNC

Symbol;Acc:4566]

Source: ensembl

Chromosome: 17

Start-Stop: 73314157-73401790
Length: 87633
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