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Transcriptome Analysis Console (TAC) Software 3.0.0 
Release Notes 

(For research use only. Not for use in diagnostic procedures.) 

Transcriptome Analysis Console Software 3.0.0 includes the following changes 
and enhancements: 

1. Export expression data with Affymetrix Extensible Data (AED) format to be 
displayed in other Affymetrix tools (ChAS, CoMap) for co-visualization of 
expression and copy number data. 

2. Visualization of WikiPathways based on Gene Level and Alternative Splicing 
analysis results. 

3. Implementation of One-Way Repeated Measures ANOVA (paired) analysis. 

4. Ability to view and export all conditions data for Gene Level analysis when there 
are more than two conditions. 

5. Scatter graph display for Alternative Splicing analysis results. 

6. miRNA interaction network for Alternative Splicing analysis results. 

7. New default filtering and sorting for analysis result tables based on the ANOVA 
p-value. 

8. Display of results without p-value filters for analyses where each condition group 
contains only one CHP file. 

 

Software and Hardware Requirements: 
Transcriptome Analysis 3.0 is only supported on 64-bit systems. 

 Windows 7 Professional SP1 (64-bit) 

 Windows 8.1 Professional (64-bit) 

 
Memory and CPU Recommended Requirements 

 Quad Core System, 2.83 GHz 

 64-bit stations: 8GB RAM, recommended 16GB RAM 

 

The following are the known issues/differences that exist in Transcriptome 
Analysis Console Software 3.0: 

1. In TAC 3.0, default sorting for Gene Level and Exon Level analysis is based on 
the ANOVA p-value instead of the FDR p-value. New analyses will have tables 
with different orderings than seen in previous versions of TAC. 



Transcriptome Analysis Console 3.0.0 Release Notes 

2. In the Interactive miRNA and mRNA graph, if the nodes have been moved to 
new locations in the graph, using the navigational “back” and “forward” buttons 
will not preserve the new node locations. The nodes will appear in their original 
location when navigating. 

3. Opening a TAC 2.0 result file in TAC 3.0 will convert the result file to TAC 3.0 
format. This conversion cannot be undone 


