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Purpose  Targeted next-generation sequencing (NGS) is widely used for simultaneously detecting clinically informative genetic altera-
tions in a single assay. Its application in clinical settings requires the validation of NGS gene panels. In this study, we aimed to validate 
a targeted hybridization capture-based DNA panel (ONCOaccuPanel) using the Illumina MiSeq sequencing platform. The panel allows 
the simultaneous detection of single-nucleotide variants (SNVs), insertions, deletions, and copy number changes of 323 genes and 
fusions of 17 genes in solid tumors. 
Materials and Methods  We used 16 formalin-fixed paraffin-embedded (FFPE) tumor samples with previously known genetic muta-
tions and one reference material (HD827) for validation. Moreover, we sequenced an additional 117 FFPE tumor samples to demon-
strate the clinical utility of this panel. 
Results  Validation revealed a 100% positive percentage agreement and positive predictive value for the detection of SNVs, inser-
tions, deletions, copy number changes, fusion genes, and microsatellite instability–high types. We observed high levels of reproduc-
ibility and repeatability (R2 correlation coefficients=0.96-0.98). In the limit of detection assessment, we identified all clinically relevant 
genes with allele frequencies > 3%. Furthermore, the clinical application of ONCOaccuPanel using 117 FFPE samples demonstrated 
robust detection of oncogenic alterations. Oncogenic alterations and targetable genetic alterations were detected in 98.2% and 
27.4% cases, respectively. 
Conclusion  ONCOaccuPanel demonstrated high analytical sensitivity, reproducibility, and repeatability and is feasible for the detec-
tion of clinically relevant mutations in clinical settings.
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Introduction

Next-generation sequencing (NGS) is a widely employed 
sequencing platform in the era of precision medicine [1]. 
Conventional molecular technologies, such as Sanger seq-
uencing and polymerase chain reaction (PCR), can cover 
only hotspots of limited number of genes. In contrast, NGS 
technology can simultaneously detect hundreds of genetic 
alterations [2,3]. Tumors with an identical histologic diag-
nosis can comprise diverse types of driver gene mutations. 
For example, oncogenic mutations occurring in lung adeno-
carcinoma include the KRAS, EGFR, ALK, ROS1, RET, MET, 
NTRK1-3, ERBB2, BRAF, MAP2K1, and NRG [4-6]. In addi-
tion, multiple co-occurring genetic alterations affect tumor 
heterogeneity and significantly contribute to its biologic  
behavior [7,8]. Thus, NGS is key to appropriate patient diag-
nosis and establishment of a treatment plan. 

Currently, NGS approaches can be broadly categorized 

into targeted panel sequencing, whole-exome sequencing, 
and whole-genome sequencing [9]. Whole-exome and whole- 
genome sequencing approaches are widely used for research 
purposes; however, targeted panel sequencing is feasible for 
the detection of clinically relevant genetic alterations [10]. 
The NGS workflow involves a complex process comprising 
multiple steps that require optimization, familiarization, and 
validation [11-14]. Nonetheless, there are limited standard-
ized validation guidelines for NGS because of the diverse 
types of tumor samples, available sequencing platforms, and 
data analysis algorithms. However, several groups have pro-
vided the validation guidelines for the NGS process [10,15]. 
The validation of the NGS process is critical for patient care 
because every step of NGS harbors potential sources of  
errors that can harm the patients.

In this study, we aimed to validate and demonstrate the 
analytical performance of ONCOaccuPanel (NGeneBio, 
Seoul, Korea) on the Illumina MiSeq platform. ONCOaccu-
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Panel is a hybridization capture-based DNA panel that can 
detect somatic mutations and copy number alterations of 323 
key cancer genes and fusions of 17 genes in solid tumors. 
Using numerous formalin-fixed paraffin-embedded (FFPE) 
samples of different tumor types, we further intended to 
demonstrate the clinical performance of ONCOaccuPanel. 
This panel is currently employed as a molecular diagnostic 
tool in several hospitals across Korea; thus, it is necessary to 
assess its clinical performance.

Materials and Methods

1. Study samples
We used 16 patient-derived FFPE samples and one refer-

ence sample (OncoSpan gDNA, cat No. HD827, Horizon Dis-
covery, Waterbeach, UK), which comprised a wide range of 
mutations (single-nucleotide variants [SNVs] and insertions 
and deletions [Indels]) with known variant allele frequen-
cies, for validation. The FFPE samples included samples of 
lung cancer (n=7), ovarian cancer (n=2), endometrial cancer 
(n=2), head and neck cancer (n=1), skin cancer (n=1), thy-
roid cancer (n=1), and malignancy of an unknown origin 
(n=2) (S1 Table). The tumor specimens and reference sample 
consisted of known genetic alterations detected by alterna-
tive molecular methods, including PCR, fluorescence in situ  
hybridization, and targeted NGS.

Furthermore, we investigated the analytical performance 
of ONCOaccuPanel in daily practice using 117 patient- 
derived samples (116 FFPE samples and one cytology sam-
ple). The included patient-derived samples were of 11 differ-
ent tumor types—ovarian cancer (n=44), lung cancer (n=27), 
endometrial cancer (n=19), breast cancer (n=8), malignancy 
of an unknown origin (n=7), bone and soft tissue tumors 
(n=3), skin cancer (n=2), head and neck cancer (n=2), uterine 
cervix cancer (n=2), thyroid cancer (n=2), and stomach can-
cer (n=1). All FFPE samples displayed tumor cellularity of 
≥ 10%. Two pathologists experienced in surgical pathology 
(Kim M and Jeong JY) reviewed the available stained slides 
and determined tumor cellularity. All samples were obtained 
from the Department of Pathology, Kyungpook National 
University Chilgok Hospital. S2 Table presents detailed  
information on the patient-derived tumor samples.

2. DNA extraction
The FFPE slices (5-µm-thick) were deparaffinized and  

rehydrated with xylene and alcohol solutions. We performed 
DNA extraction and purification using the Maxwell FFPE 
Plus DNA Kit (Promega, Madison, WI) according to the man-
ufacturer’s instructions. For the cytology specimen, DNA  
extraction was performed using the QIAamp DSP DNA 

Mini Kit (Qiagen, Hilden, Germany). We measured the DNA 
quantity by fluorometric quantification using a Quantus 
Fluorometer with a QuantiFluor dsDNA system (Promega). 
We evaluated the DNA integrity number (DIN) using an Agi-
lent 4200 TapeStation (Agilent Technology, Santa Clara, CA).

3. Library preparation and next-generation sequencing
For sequencing the library preparation, genomic DNA was 

sheared using a Qsonica sonicator (Qsonica, Newtown, CT). 
We measured the size of the fragmented DNA using the Agi-
lent 4200 TapeStation and High Sensitivity D1000 ScreenTape 
with High Sensitivity D1000 Reagents. Library construction 
was performed using ONCOaccuPanel. ONCOaccuPanel 
DNA probes were designed for the targeted sequencing of 
all exons and selected introns of 225 genes and partial exons 
of 98 genes (a total of 323 genes). S3 Fig. presents detailed  
information on the gene panel. It included 3,722 coding  
exons, with a total target size of 1.15 Mb. We performed end 
repair, A-tailing, ligation, and PCR amplification according 
to the manufacturer’s instructions. The size of the pooled 
library was measured using the Agilent 4200 TapeStation 
and High Sensitivity D1000 ScreenTape with High Sensitiv-
ity D1000 Reagents. Library pooling, hybridization, capture, 
and post-capture PCR enrichment were performed accord-
ing to the manufacturer’s instructions. To assess the quality 
and quantity of the constructed library, we used the Agilent 
4200 TapeStation and High Sensitivity D1000 ScreenTape 
with High Sensitivity D1000 Reagents to measure the library 
size. The pooled libraries were sequenced on a MiSeq sequ-
encer (Illumina, San Diego, CA).

4. Determination of coverage requirements and target reg-
ion coverage

Theoretically, a true mutation with ≥ 10% frequency can 
be detected with 100× coverage and 98% confidence (power) 
(α=0.05). Thus, we were likely to capture the majority of true-
positive (TP) variants with ≥ 10% frequency at 100× coverage 
(95% confidence interval of variant allele frequency [VAF], 
4.9 to 17.6). To achieve ≥ 100× coverage for ≥ 98% of the tar-
geted exons, the samples were sequenced to ≥ 200× mean 
coverage. To validate this hypothesis, we sequenced 20 clini-
cal samples (provided by NGeneBio) using the Illumina MiS-
eq platform. Most genes (95.1%, 307/323) displayed > 100× 
coverage. The minimum coverage of the 14 essential genes 
(ALK, APC, BRAF, BRCA1, BRCA2, EGFR, ERBB2, IDH1, 
IDH2, KIT, KRAS, MET, PIK3CA, and TP53) that should be 
included in NGS tests in Korea is 169×. Among the 3,722 total 
exons, 97 displayed low coverage, i.e., < 100×. Among the 14 
essential genes, exon 1 of BRAF, ERBB2, and IDH2 revealed 
high GC contents (77.13%, 76.52%, and 76.27%, respectively), 
with a low coverage, i.e., < 100×. S4 Table summarizes the 
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coverage information of all genes, GC contents, and the list 
of exons with < 100× coverage.

5. Bioinformatic pipeline
Fig. 1 depicts a bioinformatics pipeline flow chart. We  

assessed the quality control of the FASTQ files generated by 
ONCOaccuPanel using FastQC (ver. 0.11.3). Subsequently, 
we used the Burrows-Wheeler Aligner to align reads to the 
human reference genome (GRCh37;hg19). Consequently, 
MarkDuplicates (Picard) were used to identify and tag 
the duplicate reads in a BAM file. We realigned the Indel  
mutations using the Genome Analysis Tool Kit (GATK) (ver. 
4.2.6.1) IndelRealigner. The base pair quality scores were cal-
culated using the GATK CountCovariates and TableRecali-
bration functions.

We used VarDict (ver. 1.6) for SNV and Indel calling. To 

reduce the false-positive calls, we filtered the following vari-
ants: (1) total read depth < 30, mutated read counts < 3, and 
variants with a VAF < 3% and (2) minor allele frequency  
> 1% in the Genome Aggregation Database, Single Nucleo-
tide Polymorphism Database, Exome Aggregation Consorti-
um, and Korean Reference Genome Database. All genes with 
blacklist variants and panel of normal were excluded from 
the analysis. However, well-known and clinically significant 
genetic alterations which are validated predictive biomark-
ers of drug response or have prognostic implication in a spe-
cific cancer subtype, such as EGFR exon 19 deletion or KRAS 
G12C mutation in lung cancer (so called whitelisted variant), 
were not filtered and were reviewed manually using the  
Integrative Genomics Viewer, even though they did not pass 
the filtering criteria. 

For copy number variation (CNV) analysis, we used the 
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CNVkit to estimate the copy ratios of the tumor to pooled 
normal samples. The copy number was measured using the 
following equation:
Estimated copy number=([200×reported fold change]−2× 
[100−tumor purity (%)])/tumor purity (%). 

Genes with an estimated copy number ≥ 5 were reported 
as an amplification, whereas those with an estimated copy 
number ≤ 0 were reported as deletions.

We detected gene fusion using BreaKmer (ver. 0.0.2). Split 
(chimeric) reads with a read count < 2 were considered false 
positives and filtered.

The microsatellite instability–high (MSI-H) type was  
defined as the total number of somatic mutation (SNV/Indel) 
> 30 and Indel index (Indel mutation to total mutation ratio) 
> 20%. The MSI-H cutoff criteria was similar to that suggest-
ed in the previous study [16]. However, due to the difference 
in the numbers of genes included in the panel, tumor types 

examined, and presence of low tumor cellularity samples in 
clinical practice which can influence the detection of SNV/
Indel, the cutoff for MSI-H was altered (SNV/Indel: from  
> 40 to > 30, Indel index: from 9% to 20%). Moreover, 
ACVR2A K43Rfs*5 mutations or oncogenic DNA polymerase 
epsilon catalytic subunit gene alterations, including P286R, 
V411L, F367C, and S279Y, were considered MSI-H types, as 
previously described [16].

Clinical actionability of genetic alterations was deter-
mined based on the following reference databases: Cancer 
Genome Interpreter (CGI), Clinical Interpretation of Variants 
in Cancer (CIViC), Catalogue Of Somatic Mutations In Can-
cer (COSMIC), Clinically relevant Variation (ClinVar), and 
MSK’s Precision Oncology Knowledge Base (OncoKB). 

6. MSI testing
PCR using five National Cancer Institute (NCI) markers 
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(BAT-26, BAT-25, D5S346, D17S250, and S2S123) was per-
formed to determine the MSI status of the tumors. Represent-
ative tumor and matched normal tissues were used for MSI 
testing. A DNA autosequencer (ABI 3731 Genetic Analyzer, 
Thermo Fisher Scientific, Waltham, MA) was used to analyze 
the PCR products. According to the revised Bethesda Guide-
lines [17], tumors with at least two markers with unstable 

peaks were classified as MSI-H, tumors with one unstable 
marker were defined as microsatellite instability–low (MSI-
L), and tumors with no unstable markers were designated as 
microsatellite stable (MSS). However, recent guidelines have 
demonstrated that MSI-L should be included with MSS [18]. 
Thus, in this study, the status of microsatellites was classified 
into two classes: MSI-H and MSS.

Table 1.  Predictive value of OncoAccupanel

 No. TP FP TN FN PPV (%) PPA (%)

SNV 28 28 0 0 0 100 100
Indel 10 10 0 0 0 100 100
CNV   5   5 0 0 0 100 100
SV   2   2 0 0 0 100 100
MSI-high   3   3 0 0 0 100 100

CNV, copy number variation; FN, false-negative; FP, false-positive; Indel, insertions and deletion; MSI, microsatellite instability; PPA, posi-
tive percentage agreement; PPV, positive predictive value; SNV, single-nucleotide variant; SV, structural variation; TN, true negative; TP, 
true-positive.
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7. Mismatch repair protein immunohistochemistry
Mismatch repair (MMR) protein immunohistochemistry 

(IHC) was performed using primary monoclonal antibodies 
against MLH1 (clone 760-5091, Ventana, Tucson, AZ), MSH2 

(clone 760-5093, Ventana), MSH6 (clone 790-4455, Ventana), 
and PMS2 (clone 288M-16, Cell Marque, Rocklin, CA) fol-
lowing the automated standard protocol. Mismatch repair 
deficient status was defined as complete absence of nuclear 
staining within the tumor with retained positive nuclear 
staining in non-neoplastic cells. 

8. PCR analysis for EGFR, BRAFV600E mutation and ROS1 
fusion

To detect EGFR and BRAFV600E mutations, the PANA-
Mutyper EGFR Kit (Panagene) and the PNA Clamp BRAF  
Mutation Detection Kit (Panagene) were used according to 
the manufacturer’s instructions, respectively. Additionally, 
we performed real-time PCR using the ROS1 Gene Fusions 
Detection Kit (AmoyDx, Xiamen, China) to detect ROS1 rear-
rangements.

9. Statistical analyses
The positive percentage agreement (PPA) was calculated as 

TP/TP+false-negative, whereas the positive predictive value 
(PPV) was calculated as TP/TP+false-positive. We evaluated 
the reproducibility using Pearson correlation coefficient. All 
statistical analyses were performed using IBM SPSS Statistics 
ver. 23 (IBM Corp., Armonk, NY).

Results

1. Validation of ONCOaccuPanel
(1) Assessment of panel accuracy
We used 16 patient-derived FFPE samples and one refer-

ence material (HD827) for the accuracy test. These FFPE sam-
ples included previously confirmed genetic mutations (16 
SNV, four Indels, five CNV, two structural variations [SVs], 
and three MSI-H types). S1 Table presents the detailed qual-
ity metrics for the FFPE samples. Briefly, all samples, except 
one, had an average on-target coverage of at least 250×. The 
average on-target rate was 65.8% (60.0%-73.0%). For the ref-
erence sample, we only included verified mutations with a 
known VAF (SNV 12, Inel 6) (S5 Table). For both the FFPE 
and reference material, the PPA and PPV were 100% for 
SNVs, Indels, CNV, SV, and MSI-H types (Table 1).

(2) Reproducibility and repeatability
To demonstrate the precision of ONCOaccuPanel, we per-

formed reproducibility and repeatability tests using the refer-
ence material HD827. The SNVs and Indels were separately 
evaluated. The repeatability tests were performed with two 
replicates, each by two technicians in a single run. The re-
producibility tests were performed by a single technician in 
three different runs. The repeatability tests showed an R2 cor-
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relation coefficient of 0.96-0.98 (Fig. 2). The reproducibility 
tests showed an R2 correlation coefficient of 0.97-0.98 (Fig. 3).

(3) Limits of detection
We evaluated the limit of detection (LOD) by sequentially 

diluting the reference material (1/1, 1/2, and 1/8). The LOD 

estimation test was performed twice in two separate runs. 
In both runs, all clinically relevant genes were consistently 
detected with a VAF of > 3% (Fig. 4). With the expected VAF 
of 0.5%-3%, we detected 21 of 24 (87.5%) SNVs and 11 of 12 
(91.7%) Indels (Table 2).
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Table 2.  Estimating the limit of detection of OncoAccupanel

Gene
 Amino acid 

Dilution
 Expected First Second

 change  VAF (%) Observed VAF (%) Observed VAF (%)

NRAS p.Q61K 1 12.50 10.50 11.20
  1/2 6.30 6.00 6.10
  1/8 1.60 1.90 2.60
KRAS p.G13D 1 15.00 14.80 13.10
  1/2 7.50 8.10 7.30
  1/8 1.90 2.00 1.80
KRAS p.G12D 1 6.00 3.50 5.60
  1/2 3.00 3.00 2.50
  1/8 0.80 0.70 0.30
FLT3 p.P986fs*>8 1 10.00 7.10 8.90
  1/2 5.00 3.90 4.40
  1/8 1.30 0.80 -
BRCA2 p.K1691fs*15 1 32.50 27.50 31.60
  1/2 16.30 15.20 14.90
  1/8 4.10 4.40 4.40
CTNNB1 p.S33Y 1 32.50 30.90 30.50
  1/2 16.30 16.70 15.50
  1/8 4.10 4.40 4.10
CTNNB1 p.S45del 1 10.00 8.80 11.90
  1/2 5.00 6.00 3.80
  1/8 1.30 1.20 2.10
PIK3CA p.E545K 1 9.00 7.20 9.20
  1/2 4.50 3.60 2.70
  1/8 1.10 - 1.80
PIK3CA p.H1047R 1 17.50 13.70 18.00
  1/2 8.80 7.70 7.70
  1/8 2.20 1.20 1.50
KIT p.D816V 1 10.00 9.40 12.00
  1/2 5.00 5.20 4.70
  1/8 1.30 - 1.10
FBXW7 p.S668fs*39 1 32.50 25.80 27.20
  1/2 16.30 12.30 15.00
  1/8 4.10 3.20 4.70
EGFR p.G719S 1 24.50 24.30 21.40
  1/2 12.30 14.10 14.40
  1/8 3.10 3.00 5.70
EGFR p.E746_A750del 1 2.00 0.50 0.70
  1/2 1.00 0.40 0.60
  1/8 0.30 - -
EGFR p.T790M 1 1.00 0.80 0.70
  1/2 0.50 0.70 0.40
  1/8 0.10 - -
EGFR p.L858R 1 3.00 2.80 1.90
  1/2 1.50 - 2.30
  1/8 0.40 0.30 0.80
MET p.L238fs*25 1 7.00 6.10 5.60
  1/2 3.50 3.20 2.70
  1/8 0.90 0.80 1.00

(Continued to the next page)
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2. Clinical performance
(1) Quality metrics
In the 117 clinical samples, the average total number of 

DNA reads was 10,500,399 (range, 4,741,992 to 15,574,808). 
Most samples (104/117, 88.9%) displayed an average on-tar- 
get coverage of at least 250×, and all samples achieved an 
on-target coverage of > 100×. The average on-target rate was 
64.6% (range, 48.7% to 72.5%). S2 Table presents detailed  
information regarding the quality metrics.

(2) Analytical performance in real-world samples
We evaluated the clinical utility of ONCOaccuPanel using 

clinical samples. According to the Association for Molecular 
Pathology/American Society of Clinical Oncology/College 
of American Pathologists variant categorization [19], we 
identified tier I (variants of strong clinical significance) or 
tier II (variants of potential clinical significance) variants in 
115 of 117 cases (98.3%). Targetable genetic alterations, which 
are Food and Drug Administration–approved as predictive 
biomarkers of drug response, were observed in 33 of 117 cas-
es (27.4%). Among all oncogenic mutations, the frequently 

Table 2.  Continued

Gene
 Amino acid 

Dilution
 Expected First Second

 change  VAF (%) Observed VAF (%) Observed VAF (%)

BRAF p.V600E 1 10.50 7.90 8.00
  1/2 5.30 8.30 6.70
  1/8 1.30 1.60 1.40
NOTCH1 p.P668S 1 30.00 33.20 25.70
  1/2 15.00 14.70 10.90
  1/8 3.80 1.50 2.80

VAF, variant allele frequency.
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Fig. 5.  Oncogenic mutations and fusions detected in 117 clinical samples.
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altered genes were TP53 (75/117, 64.1%), ARID1A (23/117, 
19.7%), PIK3CA (19/117, 16.2%), PTEN (18/117, 15.4%), 
KRAS (14/117, 12.0%), NF1 (10/117, 8.5%), BRCA1 (9/117, 
7.7%), RB1 (7/117, 6.0%), ATM (6/117, 5.2%), PIK3R1 (6/117, 
5.2%), CDKN2A (5/117, 4.3%), and other mutations with low-
er frequencies (Fig. 5, S2 Table). We identified oncogenic gene 
fusion in five cases (three RET fusions, one ROS1 fusion, and 
one EGFR fusion). Among all KRAS mutations, KRAS G12C 
mutation was identified in five cases. Among the eight breast 
cancer cases, PIK3CA mutations were observed in three 
cases. All breast cancer cases were of the triple-negative sub-
type. We identified complex copy number alterations in sev-
en of eight breast cancer cases (87.5%). The MSI-H type was 
observed in five cases (5/117, 4.3%). All MSI-H–type cancers 
were uterine endometrioid carcinomas. All oncogenic muta-
tions in BRCA1 and BRCA2 were observed in ovarian can-
cer. We identified gene amplification in 45 cases, and MYC  
amplification was the most frequently detected (11/117, 
9.4%). We identified gene deletion in 17 cases, including the 
deletion of MTAP (6/117, 5.1%), CDKN2A (5/117, 4.3%), and 
CDKN2B (5/117, 4.3%). We further validated the NGS results 
of MSI status and other genetic alterations by PCR and IHC 
(S6 Table). For all five MSI-H cases, both mismatch repair 
protein IHC and MSI PCR testing were performed. The con-
cordance ratio was 100% for IHC. However, one MSI-H endo-
metrioid carcinoma with MSH6 truncating mutation (MSH6 
N897Kfs*3) was MSS by PCR (concordance rate 80%, 4/5). 
For 112 MSS cases, PCR tests were performed in 14 cases and 
mismatch repair protein IHC was performed in 27 cases. The 
concordance ratio was 100% for both PCR and IHC. For three 
EGFR-mutant lung cancers, EGFR mutations were detected 
in two cases by real-time PCR. One EGFR wild-type by PCR 
test was proved to be EGFR exon 20 insertion mutation by 
NGS, of which the probe was not included in the commer-
cially available kit. Furthermore, we successfully validated 
other genes not discussed here, which are shown in S6 Table.

(3) Interesting cases
NGS detected TPR-ROS1 fusion in a case of lung adeno-

carcinoma, which was not detected by a previous ROS1 
real-time PCR test. We hypothesized that it could function 
as an oncogenic driver owing to the retained tyrosine kinase 
domain of ROS1. ROS1 IHC revealed diffuse membranous 
positivity. Another case of lung adenocarcinoma harbored 
EGFR N771dup mutation, which is reportedly associated 
with the resistance to gefitinib and erlotinib. Considering the 
absence of a commercially available kit for the detection of 
EGFR exon 20 insertion mutations, the results of previous 
EGFR real-time PCR tests indicated wild-type EGFR.

Discussion

Recent advances in molecular genetics have led to the 
refined classification of tumors based on pathognomonic 
genetic alterations. The genomic profiling of tumors is  
essential for optimal treatment selection [20,21]. NGS can  
simultaneously identify the genetic alterations of hundreds 
of relevant genes in a single assay [22]. The NGS panel should 
be validated before its clinical application. In this study, we 
validated the analytical sensitivity, precision, and LOD of 
ONCOaccuPanel using patient-derived FFPE tumor samples 
and a reference sample, HD827. Moreover, we investigated 
its performance in real-world samples.

During validation, ONCOaccuPanel demonstrated excel-
lent PPA (100.0%) and PPV (100.0%) for SNVs, Indels, CNVs, 
SVs, and MSI-H types. The reproducibility and repeat-
ability tests demonstrated R2 values of 0.96-0.98. During the 
LOD test, we identified all clinically relevant genes with an  
expected VAF of > 3%, and the quality metrics for the 16 FFPE 
samples revealed that the target coverage for all samples was 
> 250× except one. This finding satisfied the recommended 
sequencing depth of 250× and allele frequency of 5% as the 
cutoff for variants [23]. One sample with < 250× on-target 
coverage demonstrated a DIN of < 3 (2.1).

Quality metrics using additional 117 tumor samples dem-
onstrated an average on-target coverage of 328×. Thirteen 
cases revealed an on-target coverage of < 250×. The sample 
quality, sample input, GC content, and other factors might 
have contributed to the low coverage of these samples [10]. 
However, all FFPE and cytology samples achieved an on-tar-
get coverage > 100×, thus suggesting that we could success-
fully detect genetic alterations with ≥ 10% VAF. This finding 
is noteworthy because most solid tumor specimens available 
for the NGS tests include FFPE samples.

We identified a wide range of clinically relevant genes, of 
which TP53 was the most frequent gene. Considering the 
high proportion of ovarian, endometrial, and uterine cervi-
cal cancer samples, we frequently identified ARID1A, PTEN, 
KRAS, and PIK3CA mutations [24-27]. We identified EGFR 
mutations in only three of the 28 lung cancer cases. This is 
because most NGS performed in lung cancer comprised 
wild-type EGFR on previous PCR tests. Likewise, lung can-
cer cases were enriched with a diverse type of rare muta-
tions, such as TPR-ROS1 fusion, EGFR-RAD51 fusion, EGFR 
exon 20 insertion mutation, MET exon 14 skipping mutation, 
ERBB2 mutation, and RET fusion. Despite limited reports of 
TPR-ROS1 fusion in lung cancer [28], its pathogenicity has 
been reported in other types of malignancies [29]. In addi-
tion, ROS1 IHC demonstrated diffuse cytoplasmic positivity, 
further supporting the oncogenic role in this case. All breast 
cancer cases included in this study were of the triple-negative 
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subtype. Consistent with previous studies, PIK3CA was the 
most frequently detected oncogenic alteration, thus provid-
ing an indication for targeted therapy for breast cancer [30]. 
Notably, we identified complex copy number alterations 
in most breast cancer cases (S2 Table). This may reflect an  
underlying homologous recombination deficiency [31]. How- 
ever, researchers should perform the loss of heterozygosity 
test or homologous recombination deficiency scoring test to 
confirm this hypothesis [32]. We also successfully validated 
the NGS results with conventional diagnostic methods (PCR 
and IHC), although relatively small number of samples were 
used for the validation. One MSI-H endometrioid carcinoma 
case (MSI-H by NGS and deficient mismatch repair by IHC) 
harboring MSH6 truncating mutation was MSS by MSI PCR. 
Although PCR testing is regarded as the gold standard to  
detect MSI-H tumors [33], it is well known that MSI-H  
tumors caused by defective MSH6 gene can be MSS by PCR 
analysis [34,35]. We thus concluded that MSS by MSI PCR 
testing in this case was a false-negative result based on the 
results of the NGS test (more than 30 SNVs/Indels and Indel 
index > 20%) and MMR protein IHC results (loss of nuclear 
positivity of tumor cells on MSH6 immunostaining). 

This study has some limitations. We did not assess the 
tumor mutational burden (TMB), which can elucidate  
immune checkpoint inhibitor treatment [36]. ONCOaccu-
Panel offers TMB values; however, we were unable to com-
pare the TMB results with those of the reference standard 
method. Moreover, we used relatively fewer FFPE samples 
and reference materials during validation. In addition, we 
did not include diverse types of samples; most samples were 
FFPE samples, and we included only one cytological speci-
men. However, we could demonstrate good quality metrics 
with good clinical sensitivity to detect the oncogenic altera-
tions using additional 117 samples in clinical settings. Fur-
thermore, all subsequent NGS analyses in a clinical practice 
setting using cytology specimens (not included in this study) 
demonstrated good quality metrics with an on-target cov-
erage > 250×. In this study, gene fusions were detected by 
ONCOaccuPanel, DNA-based panel, including some rare 
types of fusions. However, the detection of gene fusions by 
the DNA-based panel can be influenced by several factors  
including the size of intronic regions with repetitive sequenc-
es. We recently experienced a lung adenocarcinoma case with 
CD74-ROS1 fusion that was filtered out during annotation 
due to the similarity of the sequence between CD74 and the 
intergenic region (data not included). ROS1 gene fusion was 
previously detected by real-time PCR. We were able to detect 
CD74-ROS1 fusion by manual review of the case using the 
Integrative Genomics Viewer. Furthermore, combined DNA 
and RNA sequencing can be optimal in detecting a wide 
range of fusions with better sensitivity, including some rare 

gene fusions, such as NTRK fusion [37]. 
In summary, we validated and investigated the clinical 

utility of ONCOaccuPanel, a targeted NGS panel designed 
to detect clinically relevant genes. This NGS panel is feasible 
for the detection of oncogenic alterations in clinical practice. 
ONCOaccuPanel is widely employed in several major hospi-
tals in Korea; therefore, this study will supposedly contribute 
to patient diagnosis and treatment with the relevant molecu-
lar classification of tumors.

Electronic Supplementary Material
Supplementary materials are available at Cancer Research and 
Treatment website (https://www.e-crt.org). 

Ethical Statement
The study was conducted in accordance with the guidelines of the 
Declaration of Helsinki and was approved by the Daegu Joint Insti-
tutional Review Board (No. DGIRB 2021-12-004-001). The require-
ment for written informed consent from the patients was waived 
because of the retrospective study design.

Author Contributions
Conceived and designed the analysis: Kim M, Park JY.
Collected the data: Jeong JY, Park Nora JY, Kim JE.
Contributed data or analysis tools: Lee C, Hong J, Kim J.
Performed the analysis: Lee C, Hong J, Kim J, Kim JE.
Wrote the paper: Kim M, Jeong JY, Park Nora JY.

ORCID iDs
Moonsik Kim  : https://orcid.org/0000-0002-5804-8790
Ji Young Park  : https://orcid.org/0000-0002-7571-1064

Conflicts of Interest
Conflict of interest relevant to this article was not reported.

Acknowledgments
The authors are grateful for the support provided by the Molecular 
Pathology Laboratory of Kyungpook National University Chilgok 
Hospital. This work was supported by a Biomedical Research Insti-
tute grant from Kyungpook National University Chilgok Hospital 
(2021).

Moonsik Kim, Validation and Application of ONCOaccuPanel

https://orcid.org/0000-0002-7571-1064
https://orcid.org/0000-0002-5804-8790


440     CANCER  RESEARCH  AND  TREATMENT

Cancer Res Treat. 2023;55(2):429-441

1.  Chakravarty D, Solit DB. Clinical cancer genomic profiling. 
Nat Rev Genet. 2021;22:483-501.

2.  Yatabe Y, Sunami K, Goto K, Nishio K, Aragane N, Ikeda S, 
et al. Multiplex gene-panel testing for lung cancer patients. 
Pathol Int. 2020;70:921-31.

3.  Pennell NA, Mutebi A, Zhou ZY, Ricculli ML, Tang W, Wang 
H, et al. Economic impact of next-generation sequencing ver-
sus single-gene testing to detect genomic alterations in meta-
static non-small-cell lung cancer using a decision analytic 
model. JCO Precis Oncol. 2019;3:1-9.

4.  Heist RS, Shim HS, Gingipally S, Mino-Kenudson M, Le L, 
Gainor JF, et al. MET exon 14 skipping in non-small cell lung 
cancer. Oncologist. 2016;21:481-6.

5.  Kohno T, Nakaoku T, Tsuta K, Tsuchihara K, Matsumoto S, 
Yoh K, et al. Beyond ALK-RET, ROS1 and other oncogene  
fusions in lung cancer. Transl Lung Cancer Res. 2015;4:156-64.

6.  Vaishnavi A, Capelletti M, Le AT, Kako S, Butaney M, Ercan 
D, et al. Oncogenic and drug-sensitive NTRK1 rearrange-
ments in lung cancer. Nat Med. 2013;19:1469-72.

7.   Skoulidis F, Heymach JV. Co-occurring genomic alterations 
in non-small-cell lung cancer biology and therapy. Nat Rev 
Cancer. 2019;19:495-509.

8.  Polyak K. Heterogeneity in breast cancer. J Clin Invest. 2011; 
121:3786-8.

9.  Goodwin S, McPherson JD, McCombie WR. Coming of age: 
ten years of next-generation sequencing technologies. Nat 
Rev Genet. 2016;17:333-51.

10.  Jennings LJ, Arcila ME, Corless C, Kamel-Reid S, Lubin IM, 
Pfeifer J, et al. Guidelines for validation of next-generation 
sequencing-based oncology panels: a joint consensus recom-
mendation of the Association for Molecular Pathology and 
College of American Pathologists. J Mol Diagn. 2017;19:341-65.

11.  Aziz N, Zhao Q, Bry L, Driscoll DK, Funke B, Gibson JS, et 
al. College of American Pathologists’ laboratory standards 
for next-generation sequencing clinical tests. Arch Pathol Lab 
Med. 2015;139:481-93.

12.  Rehm HL, Bale SJ, Bayrak-Toydemir P, Berg JS, Brown KK, 
Deignan JL, et al. ACMG clinical laboratory standards for 
next-generation sequencing. Genet Med. 2013;15:733-47.

13.  Gargis AS, Kalman L, Berry MW, Bick DP, Dimmock DP, 
Hambuch T, et al. Assuring the quality of next-generation seq- 
uencing in clinical laboratory practice. Nat Biotechnol. 2012; 
30:1033-6.

14.  Kim J, Park WY, Kim NK, Jang SJ, Chun SM, Sung CO, et 
al. Good laboratory standards for clinical next-generation  
sequencing cancer panel tests. J Pathol Transl Med. 2017;51:191-
204.

15.  Roy S, Coldren C, Karunamurthy A, Kip NS, Klee EW, Lincoln 
SE, et al. Standards and guidelines for validating next-gener-
ation sequencing bioinformatics pipelines: a joint recommen-
dation of the Association for Molecular Pathology and the 
College of American Pathologists. J Mol Diagn. 2018;20:4-27.

16.  Kim JE, Chun SM, Hong YS, Kim KP, Kim SY, Kim J, et al. 
Mutation burden and I index for detection of microsatellite 

instability in colorectal cancer by targeted next-generation  
sequencing. J Mol Diagn. 2019;21:241-50.

17.   Umar A, Boland CR, Terdiman JP, Syngal S, de la Chapelle A, 
Ruschoff J, et al. Revised Bethesda Guidelines for hereditary 
nonpolyposis colorectal cancer (Lynch syndrome) and micro-
satellite instability. J Natl Cancer Inst. 2004;96:261-8.

18.  Luchini C, Bibeau F, Ligtenberg MJ, Singh N, Nottegar A, 
Bosse T, et al. ESMO recommendations on microsatellite  
instability testing for immunotherapy in cancer, and its rela-
tionship with PD-1/PD-L1 expression and tumour mutational 
burden: a systematic review-based approach. Ann Oncol. 
2019;30:1232-43.

19.  Li MM, Datto M, Duncavage EJ, Kulkarni S, Lindeman NI, 
Roy S, et al. Standards and guidelines for the interpretation 
and reporting of sequence variants in cancer: a joint consen-
sus recommendation of the Association for Molecular Pathol-
ogy, American Society of Clinical Oncology, and College of 
American Pathologists. J Mol Diagn. 2017;19:4-23.

20.  Nakamura Y, Kawazoe A, Lordick F, Janjigian YY, Shitara K. 
Biomarker-targeted therapies for advanced-stage gastric and 
gastro-oesophageal junction cancers: an emerging paradigm. 
Nat Rev Clin Oncol. 2021;18:473-87.

21.  Denny JC, Collins FS. Precision medicine in 2030-seven ways 
to transform healthcare. Cell. 2021;184:1415-9.

22.  Meyerson M, Gabriel S, Getz G. Advances in understanding 
cancer genomes through second-generation sequencing. Nat 
Rev Genet. 2010;11:685-96.

23.  Cheng DT, Mitchell TN, Zehir A, Shah RH, Benayed R, Syed A, 
et al. Memorial Sloan Kettering-Integrated Mutation Profiling 
of Actionable Cancer Targets (MSK-IMPACT): a hybridization 
capture-based next-generation sequencing clinical assay for 
solid tumor molecular oncology. J Mol Diagn. 2015;17:251-64.

24.  Bolivar AM, Luthra R, Mehrotra M, Chen W, Barkoh BA, Hu 
P, et al. Targeted next-generation sequencing of endometrial 
cancer and matched circulating tumor DNA: identification 
of plasma-based, tumor-associated mutations in early stage  
patients. Mod Pathol. 2019;32:405-14.

25.  Cancer Genome Atlas Research Network; Albert Einstein 
College of Medicine; Analytical Biological Services; Barretos 
Cancer Hospital; Baylor College of Medicine; Beckman Re-
search Institute of City of Hope, et al. Integrated genomic and 
molecular characterization of cervical cancer. Nature. 2017; 
543:378-84.

26.  Vang R, Levine DA, Soslow RA, Zaloudek C, Shih Ie M, Kur-
man RJ. Molecular alterations of TP53 are a defining feature 
of ovarian high-grade serous carcinoma: a rereview of cases 
lacking TP53 mutations in the Cancer Genome Atlas Ovarian 
Study. Int J Gynecol Pathol. 2016;35:48-55.

27.   Ross JS, Ali SM, Wang K, Palmer G, Yelensky R, Lipson D, 
et al. Comprehensive genomic profiling of epithelial ovarian 
cancer by next generation sequencing-based diagnostic assay 
reveals new routes to targeted therapies. Gynecol Oncol. 2013; 
130:554-9.

28.  Wei S, Hu M, Yang Y, Huang X, Li B, Ding L, et al. Case report: 

References



VOLUME 55 NUMBER 2 APRIL 2023     441

short-term response to first-line crizotinib monotherapy in 
a metastatic lung adenocarcinoma patient harboring a novel 
TPR-ROS1 fusion. Front Oncol. 2022;12:862008.

29.  Kao YC, Suurmeijer AJ, Argani P, Dickson BC, Zhang L, Sung 
YS, et al. Soft tissue tumors characterized by a wide spectrum 
of kinase fusions share a lipofibromatosis-like neural tumor 
pattern. Genes Chromosomes Cancer. 2020;59:575-83.

30.  Pascual J, Turner NC. Targeting the PI3-kinase pathway in 
triple-negative breast cancer. Ann Oncol. 2019;30:1051-60.

31.  Hastings PJ, Lupski JR, Rosenberg SM, Ira G. Mechanisms of 
change in gene copy number. Nat Rev Genet. 2009;10:551-64.

32.  Pilie PG, Tang C, Mills GB, Yap TA. State-of-the-art strategies 
for targeting the DNA damage response in cancer. Nat Rev 
Clin Oncol. 2019;16:81-104.

33.  Li K, Luo H, Huang L, Luo H, Zhu X. Microsatellite instabil-
ity: a review of what the oncologist should know. Cancer Cell 
Int. 2020;20:16.

34.  Hampel H, Frankel W, Panescu J, Lockman J, Sotamaa K, Fix 
D, et al. Screening for Lynch syndrome (hereditary nonpoly-
posis colorectal cancer) among endometrial cancer patients. 
Cancer Res. 2006;66:7810-7.

35.  Ferguson SE, Aronson M, Pollett A, Eiriksson LR, Oza AM, 
Gallinger S, et al. Performance characteristics of screening 
strategies for Lynch syndrome in unselected women with 
newly diagnosed endometrial cancer who have undergone 
universal germline mutation testing. Cancer. 2014;120:3932-9.

36.  Klempner SJ, Fabrizio D, Bane S, Reinhart M, Peoples T, Ali 
SM, et al. Tumor mutational burden as a predictive biomarker 
for response to immune checkpoint inhibitors: a review of 
current evidence. Oncologist. 2020;25:e147-59.

37.  Lee SE, Lee MS, Jeon YK, Shim HS, Kang J, Kim J, et al.  
Interlaboratory comparison study (ring test) of next-gen-
eration sequencing-based NTRK fusion detection in South  
Korea. Cancer Res Treat. 2023;55:28-40.

Moonsik Kim, Validation and Application of ONCOaccuPanel




