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Background

Genomic research increasingly involves the generation
and analysis of data across multiple modalities, e.qg.
seguence variation, gene expression, epigenetics,
proteomics. These efforts are limited however by the
difficulty of analyzing and integrating results from these
multiple modalities. Each mode has its own tools, and
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Recipes

A collection of "recipes" provides quick guides to
accomplishing tasks using the GenomeSpace tools:

.._ u @ Find differentially expressed subnetworks

Driving Biological Projects

GenomeSpace development is done in collaboration
with two Driving Biological Projects (DBPs), which
provide scientific direction as well as a collection of
target research scenarios and analytic workflows.
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Finding transcription factor regulators of

human hematopoiesis

This example GenomeSpace scenario reproduces part of the DMap analysis

from the Regev lab paper in Cell, Novershtern et al, 2010

1. User saves the expression data from
the GO transcription factors to

GenomeSpace.

1 Genomica
Extract transcription factors

factors

factors to the GenomeSpace Data Manager.

™ Cenomica; data.tab

a. Load expression data containing 200 samples and 8000 genes
b. Load a gene set containing Gene Ontology (GO) transcription

c. Save the expression data from only the GO transcription
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2. User performs differential
expression using the
expression data loaded
from GenomeSpace.
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Compute differentially expressed

a. Perform differential expression analysis to determine genes
that significantly distinguish human embryonic stem cells
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GENOMESPACE in Action

4. User uploads bed
annotation tracks to
Galaxy and IGV through

Cancer Research)

At each step, GenomeSpace performs
all data conversions and transfers
between tools.

Compute overlaps

3. User loads the lineage-specific a.
transcription factors generated

Upload annotation tracks for the genomic locations of the
regulators, a set of previously published SNPs and a set of
linkage regions from a genome-wide association study.

in GenePattern to Genomica b
through GenomeSpace.

Run an overlap analysis to determine the intersection of
putative regulators, SNPs, and linkage regions

Visualize data

GenomeSpace a.

3 Genomica

Identify module networks

a. Compute module networks to determine coexpressed
“modules” of genes within the original expression dataset.
b. Load the lineage-specific transcription factors generated by
GenePattern
c. Use these two datasets to generate a list of potential
regulators
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Load annotation tracks for the 3 types of data in step 4 into

b.
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IGV

View the concordance between the locations of the
analytically identified potential regulators and the previously
published SNPs and linkage regions

Hematologic
disorders

Galaxy

IGV multi-locus view ‘
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