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xT Solid Tumor + Normal Match DNA Sequencing 
xR RNA Whole Transcriptome Sequencing

+



xT Solid 
Tumor/Normal 
DNA seq +  
xR RNA seq

Ordering 
Options

What is xT 
Solid Tumor + 
Normal Match?

648 gene panel by DNA seq

Incidental germline findings through DNA seq

Microsatellite instability (MSI) Status and Tumor Mutational 
Burden (TMB) through DNA seq

Results typically expected within 10 days of specimen retrieval

Whole transcriptome RNA seq with validated fusion detection

Altered splicing for MET Exon 14 and EGFRvIII through RNA seq

A D D - O N  T E S T S

Algorithmic testing options with no additional tissue required

Homologous Recombination Deficiency (HRD)* /  
Tumor Origin (TO)† / DPYD** / UGT1A1** / PurISTSM†

*xT solid tumor + normal match DNA seq required for breast and ovarian cancer  
HRD testing; all other cancers require xR RNA seq
†xR RNA seq required

**xT solid tumor + normal match DNA seq required

Immunohistochemistry (IHC) Options: PD-L1 and MMR

Our comprehensive platform allows for easy ordering options:

Flexible ordering options via online ordering through the Tempus 
Hub, paper requisition, or EHR integration

Solid tumor and liquid biopsy available as ordered separately or 
in combination

Automatic conversion option from xT Solid Tumor/Normal Match 
DNA seq to xF liquid biopsy panel, in the event of insufficient 
tumor tissue

Receive secure access to patient results on the go by 
downloading the Tempus Hub Mobile App

See requisition for more details

Solid tumor + normal matched testing is DNA sequencing of a solid 
tumor biopsy and a normal sample (blood or saliva) simultaneously.

Through our tumor/normal match approach, there is a 28% reduction 
in somatic false-positive calls and improving variant accuracy 
compared to a tumor-only analysis.1 

Tumor/normal match sequencing may additionally detect incidental 
germline findings in a limited set of genes, for which a validated 
germline panel may be indicated for confirmatory testing.2



The Benefits 
of Combined 
Molecular and 
Clinical Data 
For Patients1

As published 
in Nature 
Biotechnology 
Journal

Results from our retrospective, 500 de-identified patient  
cohort illustrates:

 ▪ Potential value of integrated clinical and molecular data 

 ▪ High rates of patients matched to targeted therapies and clinical 
trials with paired tumor/normal DNA sequencing and whole 
transcriptome RNA sequencing

Increase in therapy matching for cancer patients

29.6%
of patients with DNA sequencing alone are matched to  
targeted therapies

43.4%
of patients with combined DNA sequencing, RNA sequencing, and 
immune biomarker assessment are matched to targeted therapies

Increase in clinically relevant fusion detection via RNA sequencing

Out of the 32 total oncogenic gene fusions within the study, whole 
transcriptome RNA sequencing discovered 4 that would have been 
missed using DNA sequencing alone.

Increase in clinical trial matching

96.2%
of patients were matched to a clinical trial through integrated clinical 
and molecular data analysis

We help provide access to our tests for patients in financial need. 

Patients can complete the application online at access.tempus.com or  
call 800-739-4137 to speak to a member of our team.

If you have any questions on our comprehensive portfolio please contact 
your Tempus Representative or email support@tempus.com.
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xT DNA seq Gene Panel
Average coverage ~500x
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 **Genes in which incidental germline findings are reported



FFPE solid tumor tissue 
Tempus will request tissue from pathology department

10% formalin fixation (neutral buffered) for 6–72 hours,  
paraffin embedded

EDTA is the only accepted method of decalcification

Tumor required to be at least 20% of the sample by ratio of tumor 
nuclei to benign nuclei 3

Normal match sample

2 x 8.5mL Streck (preferred) or EDTA tubes filled with peripheral 
blood; or saliva from patient

Specimen 
Requirements

L E A R N  M O R E

Visit tempus.com/oncology/ 



D N A  P E R F O R M A N C E  S P E C I F I C AT I O N S — C H I C AG O  L A B

Variant Type Limit of  
Detection

Analytical 
Sensitivity

Negative Percentage 
Agreement (PA)

SNVs 5% 98.2% >99%

Indels (≤40bp) 10.1% 91.1% >99%

Copy Number 
Alterations

Gain:  
30% Tumor Purity

Loss:  
40% Tumor Purity

91.4% >99%

Microsatellite 
Instability

30% Tumor Purity 90.5% 98.4%

Fusions 30% Tumor Purity 90.9% >99%

R N A  P E R F O R M A N C E  S P E C I F I C AT I O N S — C H I C AG O  L A B

Variant Type Limit of  
Detection

Positive PA Negative PA

Rearrangements 
/ Fusions

20% Tumor Purity 100.0% PPA 
(targeted)

97.0% PPA 
(untargeted)

99.9% NPA  
(targeted)

99.9% NPA 
(untargeted)

Altered Splicing 
(MET Exon 14)

20% Tumor Purity 100.0% PPA 100.0% NPA

Altered Splicing 
(EGFRvIII)

20% Tumor Purity 95.5% PPA 91.3% NPA

Please visit our website for complete performance specifications across  
all Tempus labs.

1 Based on a retrospective study involving a cohort of randomly selected 
patients with tumor types including brain, breast, colorectal, lung, ovarian, 
endometrial, pancreatic and prostate cancer. Beaubier N, Bontrager M, 
Huether R, et al. Integrated genomic profiling expands clinical options for 
patients with cancer. Nat Biotechnol. 2019;37(11):1351-1360.

2 Yap TA, Ashok A, Stoll J, et al. Prevalence of germline findings among tumors 
from cancer types lacking hereditary testing guidelines. JAMA Network Open. 
2022;5(5).

3 Required to be at least 40% for xE panel

xT DNA + 
xR RNA 
Performance 
Specifications 
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