
OncqSol CGP 270+
Next Generation Sequencing

Clinical Indication: Metastatic Carcinoma-Lung
Specimen: 10 Unstained Slides from FFPE Block: H-4771/25 (2)
Tumer Content & Cellularity: 50%; Adequate
Site: Right supraclavicular lymph node biopsy

Test Result Summary

POSITIVE
Clinically relevant MET exon 14 skipping Variant detected

Fusion Gene Breakpoint Total Reads Variant Classification

MET(13) - MET(15) chr7:116411708 -chr7:116414935 1424
Tier I: A

FDA Approved Drugs:capmatinib &tepotinib 

*Genetic test results are reported based on the recommendations of AMP-ASCO-CAP guidelines. #Correlation of the genetic findings with the clinical condition of the patient is required to arrive at an accurate diagnosis, prognosis
or therapeutic decisions

Multi-gene Biomarker Results:

Biomarker Status/Score
Microsatellite Instability (MSI) Stable
Microsatellite Instability Score 13.21

***MSI Score Interpretation: 1-18 (Stable), 18-19 (No call), >19 (Unstable)

Additional Biomarker Detected

This section provides information about variant that do not have any therapeutic value. However, these variant may or may not have a
likely oncogenic effect.

Gene CDS
details

Amino acid change/ Exon
No.

Overall depth/ Mutant Allele
Percentage Locus Transcript Variant

Effect
TP53 c.844C>G p.Arg282Gly/Exon 8 1999x/30.77 chr17:7577094 NM_000546.6 missense

Variant Classification as per AMP-ASCO-CAP Guidelines

Variant A change in a gene. This could be disease causing (pathogenic) or not disease causing (benign).
Level A, biomarkers that predict response or resistance to US FDA-approved therapies for a specific type of tumor or
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Tier I: Variants of
Strong Clinical
Significance

have been included in professional guidelines as therapeutic, diagnostic, and/or prognostic biomarkers for specific
types of tumors;
Level B, biomarkers that predict response or resistance to a therapy based on well- powered studies with consensus
from experts in the field or have diagnostic and/or prognostic significance of certain diseases based on well-powered
studies with expert consensus.

Tier II: Variants of
Potential Clinical
Significance

Level C, biomarkers that predict response or resistance to therapies approved by FDA or professional societies for a
different tumor type (i.e., off-label use of a drug), serve as inclusion criteria for clinical trials, or have diagnostic
and/or prognostic significance based on the results of multiple small studies.
Level D, biomarkers that show plausible therapeutic significance based on preclinical studies or may assist disease
diagnosis and/or prognosis themselves or along with other biomarkers based on small studies or multiple case reports
with no consensus.

Tier III:
Variants of
unknown clinical
significance

Not observed at a significant allele frequency in the general or specific subpopulation or pan cancer or tumor specific
variant databases. No convincing published evidence of Cancer Association

Test Attributes, Methodology:

This is a Next Generation Sequencing based test which identifies genetic alterations in a comprehensive panel of >270 genes
which can impact response to approved therapy for a particular cancer type. Some of the alterations detected may have bearing on
prognosis and/or therapeutic options and may provide relevant information that allows doctor to consider various lines of targeted
treatment for the patient.
Sample preparation and Library preparation: DNA isolated from FFPE or any other fresh tumor tissue source was used to perform
targeted gene capture using a custom capture kit. In process quality controls were determined for prepared library.The libraries were
sequenced to mean >500X coverage on Thermofisher S5plus sequencing platform. This is a targeted, next-generation sequencing
(NGS) assay that provides a comprehensive genomic profiling solution appropriate for formalin-fixed paraffin-embedded (FFPE)
tissues. The assay allows concurrent analysis of DNA and RNA to simultaneously detect multiple biomarkers associated with
targeted and immune checkpoint research, including comprehensive targets that are relevant in cancer, in a single workflow.
Bioinformatics Analysis and Reporting: The sequences obtained are aligned to human reference genome (GRCh37/hg19) and
variant analysis is performed using set of Bioinformatics Pipeline. Variant calling, annotation and classification of the variants were
done using ion reporter 5.2.0 software. Clinically relevant mutations are annotated using published variants in literature and a set of

EVS, dbSNP147, etc. Non-synonymous variants effect is calculated using multiple algorithms such as PolyPhen-2, SIFT,
MutationTaster2, Mutation Assessor and LRT. Silent variations that do not result in any change in amino acid in the coding region
are not reported. It enables the identification of SNV, Indels, Gene level copy number variants, MSI status, and gene fusions.

Comprehensive Genomic Panel gene list:

DNA Gene List
A AKT2 GATA2 GATA3 FLT3
AR ARAF AKT3 ALK GNA11
ATR ATRX ARID1A ARID5B APC
BCOR BCORL1 AXL BAP1 ATM
BRCA2 BRIP1 BLM BRAF BARD1
CCND1 CCND3 BTK CBL BRCA1
CCND2 CDK4 CCNE1 CDH1 CCND1
CDKN2B CHEK1 CDK6 CDKN1B CDK12
CSF1R CSMD3 CHEK2 CIC CDKN2A
DICER1 DPYD CTCF CTNNB1 CREBBP
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EP300 EPCAM ERBB2 EGFR DDR2
ERCC2 ESR1 EZH1 ERBB3 EIF1AX
FANCC FANCD2 FANCE EZH2 ERBB4
FANCI FANCL FARSB FANCF FANCA
FGFR2 FBXW7 FGF19 FAT1 FANCG
FUBP1 FGFR3 FGFR4 FGF3 FGFR1
FOXL2 U2AF1 KMT2D KNSTRN MDM4
GNAQ IDH1 MAP2K1 MAP2K2 MLH3
GNAS JAK3 MAX MDM2 MSH6
HRAS KMT2C MET MLH1 MYCL
JAK2 MAGOH MSH2 MSH3 NF2
KIT MEN1 MUTYH MYC PALB2
MAPK1 MRE11 NBN NF1 PIK3CA
MED12 MYD88 NOTCH2 NOTCH3 PMS1
MPL NOTCH1 NTRK2 NTRK3 PPP2R1A
MTOR NTRK1 PDGFRB PICALM PTPN11
MYCN PDGFRA PIK3R1 PIK3R2 RAD51C
NFE2L2 PIK3CD POLE RAD51B RB1
NRAS POLD1 PTEN RAF1 RICTOR
PBRM1 PTCH1 RAD51 RHOA SDHA
PIK3CB RAD50 RAD54L ROS1 SF3B1
PMS2 RAD52 RHEB SETD2 SMARCB1
PPP2R2A RET RNF43 SMARCA4 STK11
RAC1 RNF213 SDHD STAT3 TET2
RAD51D SDHC SMAD4 TERT TP53
RBM10 SLX4 SRC TSC2 TSHR
RIT1 SPOP SYN2 XRCC2 UGT1A1*
SDHB SUZ12 TSC1 HNF1A VHL
SLC5A5 TP53 XPO1 JAK1 WT1
SMO VHL HIST1H3C KEAP1 XRCC2
SUFU IDH2 IGF1R KRAS XRCC3
TOP1 KDM6A KDR MAP2K4 ZRSR2
TSC1 PIM1 PIM1 PARP2 STAG2
TSC2 MCL1   PAX5 PARP3 STAT1
BCL6 BCR PARP1 SPEN ETV6

RNA Gene list
AKT1 ERBB4 MET NTRK3 RET
AKT2 ERG MTAP NUTM1 ROS1
AKT3 ESR1 MYB PIK3CA RSPO2
ALK ETV1 MYBL1 PIK3CB RSPO3
AR ETV4 NOTCH1 PPARG STAT6
BRAF ETV5 NOTCH2 PRKACA TERT
BRCA1 FGFR1 NOTCH3 PRKACB TFE3
CDKN2A FGFR2 NRG1 RAF1 TFEB
EGFR FGFR3 NTRK1 RARA YAP1
ERBB2 MAP3K8 NTRK2 RELA

Disclaimer:

DNA studies do not constitute a definitive test for the selected condition(s) in all individuals. It should be realized that there are possible
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sources of error. Errors can result from trace contamination, rare technical errors, rare genetic variants that interfere with analysis, recent
scientific developments, and alternative classification systems. This test should be one of the many aspects used by the healthcare
provider to help with a diagnosis and treatment plan. The contents of this test should be carefully assessed by the treating physician and
further interpreted along with clinical, histopathological findings, contraindications and guidelines before deciding the course of therapy.
Most recent block is recommended for testing as the mutation profile may change in response to treatment and hence differ at different
sampling points. Certain genes may not be covered completely, and few mutations could be missed. A negative result cannot rule out the
possibility that the tested tumor sample carries mutations not previously associated with cancer and hence not included in the panel. The
accuracy and completeness may vary due to variable information available in different databases. The classification of variants of
unknown significance can change over time. Synonymous mutations were not considered while preparing this report. The mutations have
not been confirmed using Sanger sequencing and/or alternate technologies. To rule out germ line mutations i.e. variant with variant allele
frequency at nearly 50% or 100%, whole blood sample is recommended to process along with tissue sample. No other variant that
warrants to be pathogenic was detected. Variations with high minor allele frequencies which are benign/likely benign will be given upon
request. Due to poor quality of FFPE DNA, indeterminate result due to low gene coverage or low variant depth cannot be ruled out. The
sensitivity of the assays depends on the quality of the block, and tumor content
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26432245.

Note: The performance of this Test has been evaluated at Oncquest Laboratories Ltd.
*** End Of Report ***

Disclaimer: All Results released pertain to the specimen submitted to the lab
1. Test results are dependent on the quality of the sample received by the lab
2. Tests are performed as per schedule given in the test listing and in any unforeseen circumstances, report delivery may be delayed
3. Test results may show interlaboratory variations
4. All dispute and claims are subjected to local jurisdiction only. Clinical correlation advised.
5. Test results are not valid for medico legal purposes
6. For all queries, feedbacks, suggestions, and complaints, please contact customer care support +0124 665 0000
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