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This  latest addition to Affymetrix’ GeneChip miRNA Array catalog includes  This  latest addition to Affymetrix  GeneChip miRNA Array catalog includes  
d i  f t  th t k  it th  t d d d h i  iRNA design features that make it the most advanced and comprehensive miRNA 
profiling solution on the market. The array was not only designed using miRBase p g y y g g
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TAC 2.0 Software, being developed by Affymetrix, delivers more than the 
identification of differentially expressed genes and exons and the visualization of y p g
alternative splicing events  TAC 2 0 Software enables investigators to view the alternative splicing events. TAC 2.0 Software enables investigators to view the 
network of interactions between miRNA and the genes they targetnetwork of interactions between miRNA and the genes they target.

D t il d l i  i   il bl  f   h  dl  f th i   Detailed analysis is now available for every researcher, regardless of their access 
to bioinformatics resources, with Expression Console Software and TAC 2.0 , p
Software. With these easy-to-use yet powerful analysis tools, investigators will Software. With these easy to use yet powerful analysis tools, investigators will 
be able to:be able to:
 Visualize relationships between miRNA and the genes they targetVisualize relationships between miRNA and the genes they target
 Perform statistical tests for differential expression Perform statistical tests for differential expression
 Identify differentially expressed genes, exons, and alternative splicing eventsy y p g , , p g
 Visualize gene models with exon and junction signalVisualize gene models with exon and junction signal

Li k di tl  t  il bl  bli  t ti Link directly to available public annotations
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