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Bring tumor 
molecular profiling  
in house
Faster access to actionable  
biomarker insights



Meeting the  
evolving standards  
in biomarker testing
Oncology clinical practice guidelines increasingly 
recommend multigene next-generation sequencing (NGS). 

European Society for  
Medical Oncology (ESMO) 

American Society of 
Clinical Oncology

Recommends multigene NGS in non-
squamous non-small cell lung cancer 
(NSCLC), prostate cancers, ovarian 
cancers, and cholangiocarcinoma.1

Recommends multigene NGS when 
more than one biomarker-linked 
therapy is approved for the patient’s 
cancer type.2

SCAN TO ACCESS LATEST GUIDELINES SCAN TO ACCESS LATEST GUIDELINES



Sequential single-gene testing was 
once the standard approach for 
assessing specific biomarkers, but it 
has drawbacks. NGS-based testing can 
address many of these challenges.

Comparing single-gene  
and multigene testing

Single-gene testing

Requires multiple tests of 
different modalities to assess 
multiple biomarkers

Consumes additional sample 
material at each step

Conserves precious sample  
by assessing all biomarkers  
in a single run

Delivers all biomarker results 
together, shortening the overall 
profiling timeline

Provides fewer opportunities  
for human error

Introduces multiple  
chain-of-custody handoffs

Often behind evolving  
guideline recommendations

Easily updated to align with 
evolving professional guideline 
recommendations

Extends overall turnaround time 
(TAT) because results return 
one at a time

Assesses multiple biomarker 
types with a single test

Multigene NGS



The cost of under-testing
Across diverse tumor types, treatment with biomarker-matched targeted 
therapy has been associated with improved patient outcomes.3 

Incomplete implementation of guideline-recommended biomarker testing 
can have negative impacts on patients, including:

NGS panels consolidate guideline biomarkers into a single test, simplifying  
the implementation of guideline-aligned testing while reducing the need  
for multiple sequential assays. 

By returning data across all target biomarkers at once, NGS-based testing 
increases the likelihood of identifying actionable biomarkers and improves 
the ability to match a patient with a targeted therapy.3

Delayed access to targeted therapies and immunotherapies

Increased reliance on empiric, trial-and-error treatment

B R I NG TU MOR MOLECU L AR PROFI LI NG I N HOUS E



Under-testing in  
advanced NSCLC

of patients had no biomarker results 
available before initiating therapy4

of eligible patients missed appropriate 
targeted therapy due to practice gaps5

~20%

~64%

of patients received all guideline- 
recommended tests4

< 50%



B R I NG TU MOR MOLECU L AR PROFI LI NG I N HOUS E

In-house NGS biomarker testing reduces workflow complexity and improves 
operational efficiency compared to send-out testing. By completing the entire 
process within the health system, in-house workflows support timely decisions 
with rapid access to actionable biomarker insights.

Sample to insights in days, 
not weeks

In-house NGS workflows have 
achieved end-to-end TATs in less than 
24 hours.6 In contrast, send-out testing 
TATs can range from 9 to 30 days.7

of NSCLC physicians would start 
nontargeted treatment if results took 
longer than two weeks.8

< 24 hours 47.6%



NGS testing One workflow, one run

Sequential gene testing Multiple assays over time

One-stop reporting,  
data reanalysis at anytime

Results arrive staggered
Manual reconciliation

One pipeline, one QC 
Reduced inter-assay handoffs

Separate QC per assay 
Coordination overhead

One NGS run

New prep for each assay 
Tissue used every time

One test, all actionable 
targets

Submitted one by one 
More ordered as needed

One consolidated
report

Fragmented  
reports

Unified analysis 
pipeline

Many sequential  
handoffs

Single workflow

Repeated prep 
per assay

One panel order  
received

Multiple orders  
received

Post-analytics

Post-analytics

Analytics

Analytics

Pre-analytics

Pre-analytics

Order receipt and accession

Order receipt and accession

Integrated findings

Report 1   Report 2    
 
Report 3         …

DNA/RNA       Result

Assay 1   Assay 2   
 
Assay 3        …

Tumor enrichment

Slide 1   Slide 2   
 
Slide 3       …

NGS panel order

EGFR     KRAS       
 
ALK           …



Choose the right strategy
Targeted NGS panels typically deliver faster results than more broad 
panels and can be particularly useful when treatment decisions are 
focused on common guideline-recommended biomarkers.

Comprehensive genomic profiling (CGP) analyzes hundreds of 
genetic alterations at once, including rarer variants and genomic 
signatures, providing a broader molecular view.

Targeted NGS

Small panel NGS

< 50 genes
 
< 24 hours

Narrow, guideline-driven 
profiling for targeted 
mutations

Medium panel NGS

51–200 genes
 
3 days

Broader solid tumor or 
hematologic profiling, often 
multi- or pan-cancer

CGP panel

> 200 genes*
 
3–5 days

Comprehensive biomarker 
coverage with pan-cancer
genomic signatures (TMB, 
MSI, HRD)

BRING TUMOR MOLECUL AR PROFILING IN HOUSE

*Increasing number of genes for TMB, MSI, or HRD.
HRD, homologous recombination deficiency; MSI, microsatellite instability; TMB, tumor mutational burden



The value of integrating genomics into healthcare

Integrating RNA into tumor profiling
NGS testing can integrate DNA and RNA analysis to enable more 
comprehensive tumor characterization, identify additional actionable 
alterations, and reduce the need for separate RNA testing.

Unlike fluorescent in situ hybridization (FISH) testing for predefined gene 
fusions, RNA-based NGS is partner-agnostic, identifying known and novel 
fusions in a single assay.

increase in driver gene–fusion 
detection awith concurrent  
DNA + RNA NGS in solid tumors9

+21%



Benefits of in-house NGS  
testing for lab operations  
and stakeholders10–16

*QNS, quantity not sufficient.

Faster biomarker 
insights 
 
Keeping samples in house lets labs 
shepherd logistics and optimize 
turnaround for rapid NGS

Stronger data  
control
Labs own the data from in-house 
NGS, keeping it available for 
institutional use

Stronger pathology 
leadership
Lab personnel can have an active voice 
in patient care and better support 
oncologists and tumor boards

Better informed 
tumor boards 
 
Short in-house turnaround time 
gives the molecular tumor board a 
stronger basis for care decisions

Fewer QNS* results 
 
 
 
One full sample covers all testing with 
NGS, instead of being depleted across 
separate assays
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