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Hereditary Cancer Panel Experience
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2001
First full gene 
sequencing of 

CFTR

2011
First clinical test 
for whole exome 

sequencing

2013
First BRCA-

related panels

2021
First to offer the most 

comprehensive coverage  
(up to 91 genes) for RNA analysis

2010
First commercial 

NGS panel

2012
First hereditary 

cancer panels

2019
First paired RNA & DNA 

testing for hereditary cancer 
(RNAinsight®)
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Paired RNA/DNA genetic testing with +RNAinsight analyzes functional RNA 
data to help classify DNA variants. It also identifies deep-intronic mutations 
that are undetected with a DNA-only testing approach. As a result, patients 
suspected of hereditary cancer can receive a clearer diagnosis and more 
clinically actionable information. 

Technical Details +RNAinsight analyzes transcripts for up to 91 genes depending on which Ambry Genetics DNA based Hereditary Cancer Panel it is paired 
with, and depending on the absence or presence of RNA transcripts expressed in the blood. The results from +RNAinsight are used to provide functional 
RNA information to further support classification of DNA variants. It is not intended to be used as a stand-alone diagnostic test.

Identifies More Positive Results2

Resolves Variants of Unknown Significance3

Increases Diagnostic Yield 

Retrospective Study Comparing DNA-Only Results vs 
DNA/RNA Results 
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>70%
Reclassified Inconclusive1 

Decreases splicing variants 

of unknown significance

~1/50
Positive Patients Impacted1

Results without +RNAinsight would 

have been negative or inconclusive

  91 Genes
For Maximum Coverage

Analyzes functional RNA data 

across more genes for better  

variant classification
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