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META-ANALYSIS

www.compendiabio.com

quickSTART GUIDE toprofile search

SEARCH & SELECT 
STEP 1) �Enter a profile search 

term in the Profile 
Search box and click 
Search.

STEP 2)	� From resulting profiles, select from one of the following:

		  Use filters to narrow results to a specific area of interest
		�  For any individual profile, select the Heat Map, Gene List, or  

Advanced Analysis icon to view gene expression results or access 
other options 

		�  For any set of profiles, conduct Meta-Analysis by selecting check 
boxes to the left of the appropriate profiles, and then Advanced 
Analysis button (see page 4).

Use Profile Search to identify differential analyses (“profiles”) of interest  

in the Oncomine database. Profiles can be analyzed individually using 

Heat Maps, Gene Lists, Advanced Analysis techniques, or analyzed 

jointly using Meta-Analysis.
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STEP 4) �In addition to investigating the results of individual studies, a set of 

related studies can be selected for Meta-Analysis.

Select studies for Meta-Analysis using the check boxes to the left of  
analyses of interest, and then click the Advanced Analysis button 
(see page 1). 
On the Meta-Analysis page select whether to view over- or under-
expressed genes, and whether to apply filters. 
Once Expression and Filter selections have been made, select Draw 
Metamap or View Gene List:

Alternatively, the Gene List 
view shows more genes per 
page, and provides  
statistical values for each 
individual study.

In a Meta-Map each column is 
a study and each row is a gene. 
A pull-down menu at the top 
of the page allows the user to 
determine whether to utilize 
the default “leave-one-out” 
strategy or select a different 
number of studies for a new 
calculation. Genes at the top 
are most significantly over- or 
under-expressed across all 
selected studies.
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ANALYZE
STEP 3)	� To investigate the results of an individual analysis, 

use the icons within the profile box.   
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The Heat Map view shows each sample 
as an individual column, and each gene 
as an individual row. 
Over-expressed genes are indicated in 
red; under-expressed in blue.

The Gene List view provides the same list 
of genes with more statistical information, 
and more genes per page.

Selecting the Advanced Analysis icon 
generates a whole new series of analysis 
options organized in tabs.

Use the Filter tab to view only the genes in 
the analysis that meet specific, filterable 
criteria.

Use the Enrichment tab to discover links 
between differentially expressed genes in 
the selected profile and other biological 
processes.

Use the Interactome tab to look at the 
expression of known interacting pairs of 
genes in the profile of interest.

Use the Outlier tab to discover which 
genes in the selected profile are highly 
expressed, but only in a subset of samples 
in the study.


