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Providing diagnostic, prognostic and predictive information 
for patients with hematologic malignancies 
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Labcorp NGS Panels



Labcorp Myeloid NGS Panel 
To aid in diagnosis, prognostic risk assessment, 
and therapeutic selection in myeloid 
malignancies, including acute myeloid leukemia 
(AML), myelodysplastic syndrome (MDS) and 
myeloproliferative neoplasms (MPN) 

Labcorp Lymphoid NGS Panel 
To aid in diagnosis, prognostic risk assessment, 
and therapeutic selection in lymphoid 
malignancies, including lymphoblastic leukemias 
(B-ALL/T-ALL), CLL (chronic lymphocytic leukemia), 
DLBCL, mantle cell lymphoma, follicular 
lymphoma, T cell lymphoma, hairy cell leukemia 
and other lymphoma subtypes 

Labcorp Pan-Heme NGS Panel 
To aid in diagnosis, prognostic risk assessment, 
and therapeutic selection in various myeloid and 
lymphoid malignancies

Three next-generation sequencing (NGS) tests that evaluate clinically relevant genes to 
deliver diagnoses and risk stratification for complex hematologic malignancies.

Behind every cancer test is an opportunity  
to find actionable answers

Pioneering scientific breakthroughs

When to consider Labcorp NGS Panels: 
• When guidelines recommend broad genomic 

analysis of multiple genes with clinical 
evidence and therapeutic recommendations 
or when standard biomarker evaluation  
is uninformative

• When mutations in specific genes can define 
disease subtypes to better inform prognosis 
and treatment

• When relapse or disease progression has 
occurred after prior therapies

How to order 
• As a standalone test  

Specimen types include bone marrow 
aspirate, peripheral blood, and 
cell suspension from fresh tissue. 
Additionally, if Labcorp already has the 
patient sample, and if sufficient sample 
remains, these panels can be added 

• As part of Labcorp HemePath CASE 
(Comprehensive Analysis Services  
& Expertise)  
Based on medical necessity and 
available clinical information, a Labcorp 
hematopathologist will select testing 
using a suite of technologies. This 
results in an easy-to-read final report 
that summarizes all the findings in 
addition to the individual test reports



Powering better decisions 
Clear, easy-to-follow clinical report

Summary of variants detected  
with tiered impact based on 
clinical significance. 

Personalized interpretation for 
each variant detected along with 
the diagnostic, prognostic, and 
therapeutic significance.

Therapeutic implications 
with FDA approved therapies, 
possible drug resistance and 
clinical trials. 

Clinical trial information is 
included for each variant to 
provide you and your patient  
with easy access to trials  
within a 200 mile radius. A full list 
of clinical trials is also available  
in the Appendix. 



Specimen requirements

Specimen Bone marrow aspirate, peripheral blood, and cell suspension 
from fresh tissue

Volume 1-2 mL bone marrow, 3-5 mL whole blood

Container Lavender-top (EDTA) tube or green-top (sodium heparin) tube

Technical information 
These panels utilize capture-based next-generation sequencing of 
whole genomic DNA libraries to identify gene alterations that have 
diagnostic, prognostic and therapeutic significance in hematologic 
malignancies. Somatic mutations in the genes analyzed include single 
nucleotide variants (SNVs), insertions and deletions (indels), whole gene 
copy number variants (CNVs) in a subset of genes and sub-gene (exon 
level) genes in a subset of genes (see gene list for specific genes). 

The sensitivity of this assay is 3% variant allele fraction (VAF) for single 
nucleotide variants (SNV), 5% for insertions/deletions (indels) <25 
base pairs (bp) and 15% indels ≥25 bp. Sensitivity for CNVs with size 
≥2 contiguous exons (subset) to whole gene is copy number ≤0.85 for 
deletions and ≥1.15 for gains. Multiple clinically actionable hotspots 
have increased VAF sensitivity and include FLT3-ITDs down to 1% VAF, 
as well as Indel hotspots in CALR (chr19:13054563-13054625) and CEBPA 
(chr19:33,792,224- 33,793,340) with VAF sensitivity >= 5% for indels 
regardless of length. Insertions and deletions of any length are detected 
when at least one breakpoint is contained within a sequence read. 
Insertions up to 162 bp and deletions up to 95 bp have been detected 
in clinical specimens. Mutations outside the targeted regions and gene 
rearrangements will not be detected. 

Variants are categorized into Tiers (1-4) based on their clinical impact, 
following a joint consensus recommendation from AMP, ASCO and CAP. 
Clinical and experimental evidence grouped into four levels (A-D) based 
on significance in clinical decision making (therapeutic, diagnosis, 
prognosis) is assigned to variants to determine their clinical significance. 

Powering better decisions

When you need trusted information 
to make clear, better health decisions, 
consider us your source for oncology. 
Whether you are advancing therapies 
through clinical trials or diagnosing  
and treating individuals with cancer,  
we know you are working relentlessly  
to improve patient outcomes.  
We can help. 

Results reporting 
Turnaround time of 10-14 days from 
when lab receives the sample.

Extensive managed care contracts 
Help patients maximize their benefits.

Call us 
Arizona: 800-710-1800 
Connecticut: 800-447-5816 
North Carolina: 800-366-7230 
Tennessee: 800-874-8532 

Schedule a pickup 
Toll-free (within the US) at 866-875-2271

Visit us  
oncology.labcorp.com
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For more information about Labcorp NGS Panels visit oncology.labcorp.com  
or contact your Labcorp Oncology sales representative. 

https://oncology.labcorp.com/

