


From sequence to applicable results
Illumina and PierianDx offer an easy, seamless work�ow for turning raw sequence data into an easy-to-understand report.

523
Genes sequenced

1000+
Variants called

<10
Relevant variants identi�ed

1
Meaningful report

TruSight Oncology 500 Secondary analysis PierianDx Clinical
Genomics Workspace

Customizable genomic report

Learn more
Enable CGP with TruSight Oncology 500 at www.illumina.com/products/by-brand/trusight-oncology-500
Request a demo of PierianDx Clinical Genomics Workspace at www.pieriandx.com/request-a-demo/
* AMP = Association of Molecular Pathology, CAP = College of American Pathologists, ASCO = American Society of Clinical Oncology, ACMG = American College of Medical Genetics
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Sequence 523 genes in key cancer guidelines
and clinical trials

Consolidate relevant information in one, easy-to-read report

Adhere to AMP, CAP, ASCO, and ACMG guidelines*

Generate meaningful information for oncologists   

Identify genomic alterations present in sample data

Call variants with 99.9998% analytical speci�city and
>95% analytical sensitivity1

Determine multiple variant types, including genomic 
signatures such as MSI and TMB

Run Illumina secondary analysis pipeline in the PierianDx 
cloud, reducing risk, cost, and time 

Determine variant signi�cance using literature, 
guidelines, drug labels, and trials information  

Filter out variants of uncertain signi�cance or 
that are benign/likely benign 

Classify variants in tiers by clinical signi�cance

Map variants to guidelines and clinical trials

Annotate and interpret relevant variants

Variants and signatures identi�ed by variant calling tools Pathogenic variants identi�ed by PierianDx CGW

MSI

TMB

File format: BAM, FASTQ VCF PDF

POTENTIAL IMPACT


