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Technical Specifications

Caris Life Sciences’  comprehensive molecular profiling approach to assess DNA and RNA reveals a molecular 
blueprint to guide more precise and individualized treatment decisions.

Sufficient tumour content (>20% tumour nuclei) must be present to complete all analyses. 

Technical Information MI Exome™
(Whole Exome Sequencing – DNA)  

MI Transcriptome™
(Whole Transcriptome Sequencing – RNA)   

Sample Requirements 
FFPE block or 10 unstained slides with a minimum of 20% malignant origin for DNA and 10% malignant origin 
for RNA. Needle biopsy is also acceptable (4-6 cores).

Tumour Enrichment 
(when necessary)

Microdissection to isolate and increase the number of cancer cells to improve test performance 
and increase the chance for successful testing from small tumour samples   

Number of Genes 22,000 genes 22,000 genes

Average Depth  of Coverage (DNA)
Average Read Count (RNA)

1,000x for 719+ clinical and research genes          
and 400-500x for all other genes

60 million

Positive Percent Agreement (PPA)
>95% for base substitutions at ≥ 5% mutant allele frequency;
>99% for indels at ≥ 5% mutant allele frequency;
>95% for copy number alterations (amplifications ≥ 6 copies)

>97%

Negative Percent Agreement (NPA) >99% >99%

Viruses

HPV 16 & 18 (Head & Neck, Anal, Genital, CUP)

EBV (Head & Neck, Esophagogastric Junction, Gastric 
Adenocarcinoma, CUP. If positive result in cancer type not 
listed here, EBER ISH reflex to confirm EBV result.)

MCPyV (Merkel Cell, Neuroendocrine – Poorly Differentiated  
(High-Grade)/Large or Small Cell Carcinoma, CUP)

Genomic Signatures/Other

Loss of Heterozygosity (LOH) 
Microsatellite Instability (MSI) 
Tumour Mutational Burden (TMB)   
Human Leukocyte Antigen (HLA) Genotype  

Caris FOLFIRSTai™ 
Caris GPSai™ 

DNA
Whole Exome Sequencing

SNVs, Indels, Copy Number Alterations, Karyotyping

RNA
Whole Transcriptome Sequencing

Fusions, Variant Transcripts and Gene Expression 
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Whole Exome Sequencing (WES) DNA 
•	 22,000 genes 

•	 1,000x for 719+ clinical and research genes 
and 500x for all other genes

•	 SNVs, indels, copy number alterations  
and karyotyping 

•	 250,000 evenly-spaced genomic SNP

•	 Viruses

•	 Genomic signatures:

•	 Loss of Heterozygosity (LOH) 
•	 Microsatellite Instability (MSI) 
•	 Tumor Mutational Burden (TMB) 
Other:
•	 HLA Genotype

Whole Transcriptome Sequencing (WTS) RNA 
•	 22,000 genes

•	 60 million read count 

•	 Gene fusions, variant transcripts  
and gene expression 

•	 Novel translocation detection 
independent of intronic breakpoint

Caris Molecular Testing – Complete Gene Coverage
As the pioneer in precision medicine, Caris was the first to provide WES and WTS for every patient. All molecular 
profiling orders include next-generation sequencing of all 22,000 genes.
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AMER1
APC
AR
ARAF
ARHGAP26
ARHGAP35
ARID1A
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AR-V7
ASXL1
ATM
ATR
ATRX
AXIN1
AXIN2
AXL
B2M
BAP1
BARD1
BCL2
BCL9
BCOR

BCR
BLM
BMPR1A
BRAF
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LCK
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LZTR1
MAML2
MAP2K1
MAP2K2
MAP2K4
MAP3K1
MAPK1
MAPK3
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MAST2
MAX
MED12
MEF2B
MEN1
MET
MET Exon 14 Skipping
MGA
MGMT 
MITF
MLH1	
MLH3
MPL
MRE11
MSH2
MSH3
MSH6
MSMB
MST1R
MTOR
MUSK

MUTYH
MYB
MYC
MYCN
MYD88
NBN
NF1
NF2
NFE2L2
NFKBIA
NOTCH1	
NOTCH2
NPM1
NRAS
NRG1
NSD1
NTHL1
NTRK1
NTRK2
NTRK3
NUMBL
NUTM1
PALB2
PARP1
PBRM1
PCNA
PDGFRA
PDGFRB
PHOX2B
PIK3CA

PIK3CB	
PIK3R1
PIK3R2
PIM1
PKN1
PMS1
PMS2
POLD1
POLD2
POLD3
POLD4
POLE
POLQ
POT1
PPARG
PPP2R1A
PPP2R2A
PRDM1
PRKACA
PRKAR1A
PRKCA
PRKCB	
PTCH1
PTEN
PTPN11
RABL3
RAC1
RAD50
RAD51B
RAD51C

RAD51D
RAD54L
RAF1
RASA1
RB1
RELA
RET
RHOA
RNF43	
ROS1
RPA1
RPA2
RPA3
RPA4
RSPO2
RSPO3
RUNX1
SDHA
SDHAF2
SDHB
SDHC
SDHD
SETD2
SF3B1
SMAD2
SMAD4
SMARCA4
SMARCB1
SMARCE1	
SMO

SOCS1
SPEN
SPOP
SRC
SSBP1
STAG2
STAT3
STK11
SUFU
TERT
TET2
TFE3
TFEB
THADA
TMEM127
TMPRSS2
TNFAIP3
TNFRSF14
TP53
TRAF7
TSC1	
TSC2
U2AF
VHL
WRN
WT1
XPO1
XRCC1
XRCC2
YES1

Gene List 
Listed below are the genes most commonly associated with cancer. Full 22,000 genes search is available on 
CarisLifeSciences.com. 


