


Tumor Mutation Burden has promising clinical utility as a novel biomarker, as several recent 
studies have correlated a patient’s TMB score to their prognosis and treatment outcome. [1,2,3]
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• Developed under design control for CDx pathway and 
global distribution

•  Contains many FDA approved targets and a comprehensive 
list of biomarkers used in clinical trials

•  Large panel size driving wide dynamic range of TMB calculation

Tumor Mutation Burden (TMB) is commonly measured in mutations per megabase of DNA.

This method of measurement is inherently variable depending on which regions of the exome were analyzed. This lack 
of standardization between assays makes it di�cult to set guidelines and direct clinical action.

(A) Targeted regions randomly selected from the whole-exome were used to generate in silico models of varying lengths, 100,000 bp through 3 Mbp. A total of 50 
random models of each length were simulated across all 7,180 exome from the TCGA Broad Firehose (https://gdac.broadinstitute.org/) sequence mutation dataset. 
These data were then compared to the number sequence mutations identi�ed through whole-exome analyses and compared using the Pearson correlation 
method. (B) Using a threshold of 100, 150, 200, and 500 sequence mutations per whole-exome, the accuracy of each panel size was calculated across the 7,180 
TCGA dataset.
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PGDx is developing a 500+ pan-cancer 
gene panel, designed for broad clinical 
utility and biomarker discovery

PGDx is collaborating with Pharma partners in clinical trials and pioneering 
the standardization of Tumor Mutation Burden for clinical utility. 
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