
PRODUCT OVERVIEW

Pan-Cancer
Panel V2

-Excellent Capture performance

-High sensitivity and accuracy of mutation detection

-Accurate detection of low-frequency mutations

-641 gene - full coverage of CDS region -List of 38 DNA rearrangement

-List of 15 MSI

-214 Chemotherapy sites

Libraries were constructed from 50 ng of gDNA positive reference 
standard (Genewell, cat. GWOGTM800), captured with the Pan-Cancer 
Panel V2, and sequenced on an Illumina NovaSeq 6000 platform with 2 
× 150 bp paired-end reads.

Figure 1. Performance of gDNA reference st andard
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Target Size: 2.1 Mb

Coverage Covers 641 genes related to targeted drugs for solid tumors and tumor genetic susceptibility 
related, also additionally adds 38 hot spot fusion intron regions and 15 classic microsatellite loci

Detection range: SNV、InDel、Fusion、CNV、MSI、TMB

Sequencing Volume
3Gb/500×，7Gb/1000× Targeted therapy, immunotherapy guidance, MRD detection

ADVANTAGES 2.Full detection of tumor-related genes, 

covering multi gene sand microsatellite 

loci, the TMB and MSI value can be 

calculated;

3.Efficient and uniform capture depending 

on self-developed TargetSeq One® hybrid 

& capture system;1.High sensitivity and accuracy of 

mutation detection;

4.Customized services for different 

research purposes, increase and encrypt 

probes of target area upon demand

Note: Detection results of the positive reference 
standard. A library was constructed from 50 ng of 
gDNA standard (Genewell, cat. GW�OPSM003) and 
sequenced on Illumina NovaSeq 6000 (2 × 150 bp 
paired-end). After deduplication, at ~1,000× depth 
(7 Gb raw bases),all expected positive variants were 
successfully called.

Note: cfDNA performance evaluation. Libraries 
were constructed from 10 ng 0.5 % ctDNA 
reference standard using UMI adaptor technology. 
After downsampling to 8,000× coverage, 
UMI-based analysis with iGeneTech pipeline 
detected all expected variants, demonstrating 
robust performance at low input.

Table 1. Mutant detection of gDNA 
reference standard

Table 2. Detection result of ctDNA
reference standard

GENE LIST

PRODUCT INFORMATION

*Partial display only

*Partial display only

IGT® can provide kits compatible with Illumina, MGI etc., as well as universal reagents corresponding to each platform
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Pan-Cancer Panel V2

IGT® Enzyme Plus Library Prep Kit V3

IGT® Fast Library Prep Kit v2.0

IGT® Adapter & UDI Primer 1-96*

TargetSeq One® Hyb & Wash Kit v3.0*

TargetSeq® Eco Universal Blocking Oligo*

TargetSeq® Cap Beads & Nuclease-Free Water*

24/96 rxn

96 rxn

96 rxn

96 rxn

24/96 rxn

24/96 rxn

5 mL each

PT1011715/PT1011712

C11112

C10022

C10042

C11534/C11532

C80504/C80502

C10422

Product Name Spec. Cat.
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EML4-ALK
CD74-ROS1
BRAF
PIK3CA
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p.L858R
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p.T790M
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Gene Variant
Reported Allelic Frequency

Repeat 1 Repeat 2

p.L858R
P.A146T
p.Q61K
P.T790M
p.E746 A750del
p.1836del
p.D816V
p.G12D
p.A767_V769dup
p.G719S
p.G13D
Fusion
Fusion
p.V600E
p.H1047R

1.0%
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4.7%
7.1%

Variant Expected Allelic Frequency

Expected Allelic
Frequency

Reported Allelic Frequency 
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