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Comprehensive

Genomic Profiling

Empowering broader access
to precision oncology’

Comprehensive Genomic
Profiling (CGP) helps
maximize the ability to
detect actionable
genomic alterations

PRECISION MEDICINE

In a study of 6832 NSCLC
patients, CGP was able to identify
a potentially clinically relevant
genomic alteration in
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In one test,
CGP addresses
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Growing number
of biomarkers

Increasing number of
molecularly matched
therapies

Limited tissue
biopsy

Receive appropriate
therapy options sooner

lllustrative example of potential patient journeys
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¢ Reanalyze data as new
biomarkers are
discovered, no additional
biopsy needed
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Comparison between a potential journey of a patient receiving in-house CGP with that of
a patient receiving iterative single-gene testing. Example illustrates single-gene testing
based on an NSCLC patient. Test times and tissue requirements for the NSCLC example
compiled from test menus offered by various medical laboratories.

CGP canlead to
improved patient
outcomes

Patients genomically matched to
biomarker-driven targeted
therapies or immunotherapies
show improved clinical

outcomes?"™

Clinical trials available

4021

ongoing clinical trials
globally linked to a
cancer biomarker™

Targeted therapies available™

102

Large panel NGS tests
are increasingly
recommended by
clinical guidelines

Guidelines/[Recommendations

=
tumors

Broad molecular
NSCLC m profiling panels
Large multigene panel

I NCCN Solid Tissue Guidelines" I ESMO Recommendations™

Cervical

FACT: Large assays with ~1.1 Mb of coding genome are needed for accurate
assessment of TMB."%

A selection of cancers recommended for broad NGS testing by society
guidelines. See the lllumina CGP eBook for a comprehensive list. ESMO,
European Society for Medical Oncology; NCCN, National Comprehensive
Cancer Network; NSCLC, non-small cell lung cancer; NGS, next-generation
sequencing; TMB, tumor mutational burden.

Increase value by using
CGP from tissue and blood
biopsy samples

Maximize identification
of molecularly
matched therapies

One biopsy, one test, one report can
lead to improved patient outcomes
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