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Systematic comparison of somatic 
variant calling performance among 
different sequencing depth and 
mutation frequency
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In the past decade, treatments for tumors have made remarkable progress, such as the successful 
clinical application of targeted therapies. Nowadays, targeted therapies are based primarily on the 
detection of mutations, and next-generation sequencing (NGS) plays an important role in relevant 
clinical research. The mutation frequency is a major problem in tumor mutation detection and 
increasing sequencing depth is a widely used method to improve mutation calling performance. 
Therefore, it is necessary to evaluate the effect of different sequencing depth and mutation frequency 
as well as mutation calling tools. In this study, Strelka2 and Mutect2 tools were used in detecting the 
performance of 30 combinations of sequencing depth and mutation frequency. Results showed that the 
precision rate kept greater than 95% in most of the samples. Generally, for higher mutation frequency 
(≥20%), sequencing depth ≥200X is sufficient for calling 95% mutations; for lower mutation frequency 
(≤10%), we recommend improving experimental method rather than increasing sequencing depth. 
Besides, according to our results, although Strelka2 and Mutect2 performed similarly, the former 
performed slightly better than the latter one at higher mutation frequency (≥20%), while Mutect2 
performed better when the mutation frequency was lower than 10%. Besides, Strelka2 was 17 to 22 
times faster than Mutect2 on average. Our research will provide a useful and comprehensive guideline 
for clinical genomic researches on somatic mutation identification through systematic performance 
comparison among different sequencing depths and mutation frequency.

Cancer is one of the major diseases that threaten human health. It is estimated that there are approximately 18.1 
million new cancer cases and 9.6 million cancer deaths in 20181. Due to cancer heterogeneity, the same treat-
ment approach could result in huge efficacy differences for different individuals with the same type of cancer2,3. 
Therefore, no therapy can be universally applied to all cancers so far and more precise therapies should be devel-
oped. In recent years, cancer treatments have made great progress, especially targeted therapy. Currently, most 
targeted cancer therapies are based on detecting genes mutation. For example, some tyrosine kinase inhibitors, 
such as afatinib and erlotinib, are applied to target the mutation of epidermal growth factor receptor (EGFR) in 
non-small-cell lung cancer4,5. The B-Raf Proto-Oncogene, Serine/Threonine Kinase (BRAF) inhibitors, such as 
Sorafenib, are developed based on the trial of melanoma with the V600E mutation in BRAF6. Moreover, olaparib, 
a poly (ADP-ribose) polymerase (PARP) inhibitor, is used to treat advanced ovarian cancer with BRCA gene 
mutation7.

Therefore, mutation research is one of the vital steps to reveal the mechanisms of cancers and could help 
develop more targeted drugs. Whole-exome sequencing (WES) is an effective approach to detect genome muta-
tions. It is reported that WES can detect 95% coding regions and >98% mutations by targeted capture chips and 
next-generation sequencing8,9. Because of its relatively low-cost, it is suitable for large cohort research and has 
been successfully applied to several cohort researches10–12.

Single-cell sequencing researches have proved that several subclones could coexist in one patient, the per-
centage of each subclone would be different and each subclone may have a different genetic background13,14. 
Furthermore, the pathogenic subclones may coexist with different percentages, which might result in different 
mutation frequency and lead to more difficulties in detecting them. The result of detecting somatic mutations can 
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be influenced by many factors, such as sequencing depth, the proportion of pathological mutated subclone and 
mutation calling software.

A large number of tools are able to call somatic mutations, such as Mutect2, Varscan, Vardict, Strelka2, 
DeepVariant etc15–18. The Mutect2 tool in GATK is developed by the Broad Institute and is one of the most widely 
used mutation-calling tools. Strelka2 software is developed in recent years and claimed to be time-efficient, which 
is a very important aspect of clinical usage. There are several studies in recent literature on the performance of 
these mutation-calling tools19–21, in these studies, the overall performance of both GATK-Mutect2 and Strelka2 
was stable and relatively accurate. Therefore, we choose Mutect2 and Strelka2 for somatic mutation-calling pipe-
line in the present study.

Up to now, which sequencing depth can provide sufficient information to detect low-frequency mutations 
remains to be investigated. To systematically evaluate the performance of sequencing depth and mutation fre-
quency combinations of Strelka2 and Mutect2 tools, we conducted Illumina high-depth sequencing on two stand-
ard DNA samples (NA12878 and YH-1), the sequencing data were mapped to reference genome and duplicated 
reads were removed, then the data were downsampled and mixed to simulate different sequencing depths and 
different mutation frequency, the mixed samples were used to call somatic mutation by Strelka2 and Mutect2, 
respectively. Finally, the mutation-calling performance was assessed. The result of our study can provide a useful 
reference and guidance to obtain reliable somatic mutation using WES sequencing in clinical researches and 
targeted cancer therapy.

Results
A summary of datasets and analysis. The workflow of our research was presented in Fig. 1. WES-
sequencing of two standard DNA samples was conducted, the detailed information of sequencing data is pre-
sented in Table 1. After obtaining the raw sequencing data, quality control was conducted, reads were mapped 
to the hg19 reference genome, after removing duplicated reads using Picard, the average depth of NA12878 and 
YH-1 was 819.96X and 411.10X, respectively. Then the NA12878 bam file was down-sampled to 100X as a normal 
control for the following somatic calling pipeline, and the YH-1 bam file was set as a “tumor” sample and mixed 
with NA12878. Different mutation frequency was simulated by controlling different YH-1 percentages in the sam-
ple mixing step. Only sites with completely different homozygous genotypes between YH-1 and NA12878 were 
selected into true mutations set, thus the percentage of YH-1 can be taken as the somatic mutation frequency 
for the mixed sample. The depths of mixed bam files were grouped into 100X, 200X, 300X, 500X and 800X, and 
for each depth, 1%, 5%, 10%, 20%, 30% and 40% of YH-1 was mixed with NA12878, separately. To reduce the 
influence of random effect in down-sampling, three replicates were generated for each depth and percentage. All 
90 bam files above were used to call somatic variants by Strelka2 and Mutect2 tools, respectively. Figure 2 shows 
the precision-recall curves of the replicate group 1, and Supplementary Figs. S1 and S2 present curves of replicate 
groups 2 and 3, respectively. The recall rate, precision and F-score of three replicates and the average value of three 
replicates are listed in Supplementary Tables S1 and S2. Three replicate groups showed well concordance, and the 
differences among these replicate groups for almost all combinations were less than 2%, 3.5% and 0.022 for recall 
rate, precision and F-score, respectively.

Somatic variant calling performance comparison between different sequencing depth. In 
order to evaluate the somatic mutation calling performance at different sequencing depth, we compared precision 
rate, recall rate and F-score, and drew the precision-recall curves for each mixed sample (Fig. 2, Supplementary 
Figs. S1 and S2). The P-R curves manifested that a higher sequencing depth could improve the recall rate, which 
was increased by 0.6~44% when the depth increased from 100X to 200~800X. We also observed a decrease in 
precision when sequencing depth was greater than 200X, and the decreased scale of precision was less than 
0.7%. Furthermore, we compared F-score between different sequencing depth, the box-scatter plot presented 
the F-scores of all mixed samples between sequencing depths (Fig. 3a). Additionally, in concordance with P-R 
curves, higher sequencing depth can improve the performance of somatic mutation calling, increasing sequenc-
ing depth to 200~800X can improve the F-score by 0.02~0.45 compared with those of 100X across all mutation 
frequency and software (see Supplementary Table S2). In general, among all sequencing depths in our study, the 
result of 800X showed the best, with 23~97% recall rate, more than 93% precision, and relative highest F-score 
(0.374~0.96) across all mutation frequency and tools (Fig. 3b, Supplementary Figs. S1 and S2).

Somatic variant calling performance comparison between different mutation frequency. The 
result of the P-R curves revealed that mutation frequency can largely influence the performance benefit of increas-
ing sequencing depth (Fig. 2, Supplementary Figs. S1 and S2). Obviously, a low mutation frequency (1%) led to 
poor performance in somatic mutation calling and low recall rate (2.7~34.5%) across all depths and software (see 
Supplementary Table S1). For a higher proportion, the recall rate reached 48~96% and 92~97% for 5~10% and 
20~40% mutation frequency, respectively. In the meantime, the precision rate was 68.9~100% across all depths 
and software. Figure 3b shows the F-score distribution among different mutation frequency. The F-scores were 
0.05~0.51 when the mutation frequency was 1%, and they were 0.63~0.95 and 0.94~0.96 when the mutation fre-
quency were 5~10% and 20~40%, respectively (see Supplementary Table S2).

Somatic variant calling performance and concordance between Strelka2 and Mutect2.  
Considering that the choice of different tools would cause a significant effect on mutation-calling, the perfor-
mance and concordance between Strelka2 and Mutect2 were further compared. In general, both Strelka2 and 
Mutect2 performed well when analyzing higher mutation frequency (≥20%) data, because over 90% variants 
were identified when precision kept greater than 95% and the F-scores ranged between 0.94 and 0.965 under 
these depths. The precision rate, the recall rate and the F-score of Strelka2 were slightly greater than Mutect2 but 
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the difference between them was less than 1%. For mutation frequency of 5~10%, compared with Mutect2, the 
precision of Strelka2 was higher (96.2~96.5% vs 95.5~95.9%), and the recall of Strelka2 was lower (48~93% vs 
50~96%), which led to the F-score of Strelka2 was lower than Mutect2 (0.64~0.94 vs 0.65~0.95). For the lowest 
mutation frequency (1%) data, the F-score of Strelka2 (0.06~0.19) was slightly higher than Mutect2 (0.05~0.19) 
when sequencing depth was 100X~300X, but the F-score of Mutet2 (0.32~0.50) surpassed Strelka2 (0.27~0.37) 
when sequencing depth increased to 500X and 800X (see Supplementary Tables S1 and S2).
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Figure 1. The work flowchart of the experiment design. Two DNA samples were first sent to sequencing, 
the sequencing reads mapped to hg19 reference genome. Then the germline mutation calling pipeline were 
conducted to obtain true mutation set; the high depth data were downsampled and mixed to simulate tumor 
samples and then conduct somatic mutation calling pipeline. The results of somatic mutation calling were then 
compared with true mutation set and visualized for further dissusion.

Sample
Total 
reads(M)

Clean 
Reads(M)

Total 
base(G)

Q20 
base(G)

Q30 
base(G) Q20% Q30%

GC 
content

Duplication 
rate

Average Depth 
(removed duplicates)

NA12878 635.17 614.43 95.28 91.12 86.89 95.64 91.20 0.50 0.19 819.96

YH-1 298.25 292.09 44.74 42.76 41.63 95.57 93.05 0.49 0.16 411.1

Table 1. Detailed information of sequencing data.
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The overall concordance of Strelka2 and Mutect2 in different sequencing depths and mutation frequency 
is presented in Supplementary Table 2. Generally, the concordance between Strelka2 and Mutet2 was higher 
than 90% except when the mutation frequency was low (1% and 5%). Concordance of the two software was 
20~41% when the mutation frequency was 1%, and it was 75~89% when the mutation frequency was 5% (see 
Supplementary Table 3).

Somatic variant calling efficiency of Strelka2 and Mutect2. An important aspect of somatic variant 
calling is the time efficiency, especially when somatic variant calling is applied to clinical diagnosis. Therefore, 
we estimated the program running time in the previous somatic variant calling step. 60 GB memory size and 24 
threads were allocated for both Mutect2 and Strelka2, finally, 180 running time data was collected. The detailed 
running time for each sample is presented in Supplementary Table 4. Figure 4 presented the runtime of Mutect2 
and Strelka2, the average runtime of the samples with the same sequencing depth was calculated. Strelka2 took 
less than 10 minutes and less than 40 minutes to deal with 100X WES samples and 800X WES samples, respec-
tively. Mutect2 took ~167 minutes and ~776 minutes to process 100X WES and 800X WES samples, respectively. 
In general, our results showed that Strelka2 was 17.8~22.6 times faster than Mutect2. It should be noted that 60 
GB memory might not be enough for memory costing algorithms such as Mutect2, thus might influence the tim-
ings, a further timing study on the Mutect2 with the recommended environment would be interesting.

Discussion
Many tools and pipelines have been developed to call somatic mutations, and several studies compared software 
and pipelines to assess the performance21–24. However, the accuracy of somatic mutation calling can be largely 
affected by sequencing depth and mutation frequency, which bring these researches limitations. Therefore, we 
performed a systematic comparison of performance on simulated tumor data of different sequencing depths and 
mutation frequency, as well as different somatic mutation calling tools. In our study, two standard DNA samples 
were used to conduct high-depth sequencing, and several pre-treatments were performed for down-sampling, 
then the files were down-sampled and mixed to simulate different sequencing and mutation frequency. After that, 
30 combinations of sequencing depth and mutation frequency with 3 replicates each combination were generated, 

Figure 2. P-R curves of Strelka2 and Mutect2 for different mutation frequency and sequencing depth. The 
P-R curves of replicate group 1. The colors in the figure represent different sequencing depths, the dotted lines 
represent Strelka2 and the solid lines represent Mutect2.
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these files were then used to call somatic mutation by Strelka2 and Mutect2, respectively. Finally, 180 VCF files 
were produced for further assessment and comparison.

The tool used in data analysis is an important factor that influences the mutation calling performance. Our 
study showed that Mutect2 and Strelka2 performed similarly and both of these tools are useable, it was in con-
cordance with a previous study that reported that EBCall, Virmid, Strelka and Mutect are the most reliable muta-
tion callers for SNV calling, all of them performed well and similarly21. In addition, our study revealed that 
the advantage of Strelka2 was the higher recall and precision than Mutect2 when analyzing higher mutation 
frequency (≥20%) data, and its weakness was the lower recall rate and F-score than Mutect2 when mutation 
frequency was lower than 10%. It should be addressed that Strelka2 requires both normal and tumor sample for 
somatic mutation calling pipeline while Mutect2 can run in “tumor-only” mode, in the present study, Mutect2 
was run in “normal-tumor” paired mode and the germline mutations from normal sample were excluded in the 

Figure 3. F-score box-scatter plot. The box-scatter plot of F-score, the colors represent different mutation 
frequency (a) and sequencing depths (b).
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Figure 4. Software running time. The running time of Strelka2 and Mutect2 for each sample.
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result, if Mutect2 run in “tumor-only” mode, only known germline mutation sites in databases will be excluded. 
In clinical studies, such “normal-tumor” paired strategy could be costly, thus it is interesting to find out if the 
“tumor-only” strategy could be a choice. Several studies have reported the performance of Mutect2 “tumor-only” 
mode and reported that tumor-only mutation detection resulted in a large number of false positive mutation 
sites23,25, thus may lead to inappropriate guidance for cancer therapies which is highly related to the patient 
safety and health care costs. Given these results, we did not perform the test between “tumor-only” mode and 
“normal-tumor” paired mode of Mutect2.

Our results showed that the mutation frequency also influenced the mutation calling performance. Across all 
sequencing depth and software, the performance of somatic mutation calling was better with 20~40% mutation 
frequency and worse with 1~10% mutation frequency. When mutation frequency was 1%, the recall rate was 
less than 35% across all sequencing depth and software, indicating that low-frequency mutation could not be 
well identified by the normal WES approach, improving on sequencing depth or other methods is needed to be 
applied. Furthermore, our results presented the influences of different sequencing depth for somatic mutation 
calling. Compared with 100X sequencing depth, increasing sequencing depth to 200X~800X could improve the 
recall rate and F-score by 0.6~44% and 0.02~0.45, respectively. Similar results have been reported by several stud-
ies that performed a comparison between two different sequencing depth and concluded that higher sequencing 
depth could improve somatic calling performance19,21. However, although 800X sequencing depth showed the 
best performance in our study, it is not recommended by us for the reason of high cost. Moreover, the drawback 
of an extreme high sequencing depth may also bring us new challenges. For example, the error rate of DNA poly-
merase and Illumina Hiseq sequencing platform are 10−7~10−5 and 0.2%, respectively. Besides, the PCR reaction 
of extreme high depth sequencing may exaggerate these errors and bring more false-positive results26. Hence, 
other methods providing high performance for detecting low frequency mutations are needed to be applied. 
Many error correction methods on WES have been developed and commonly used nowadays27–33, the unique 
molecular identifiers (UMIs) based error correction strategy is very useful in the above context. UMIs can tag 
sequences to help track molecules and remove errors in amplification and sequencing34–38, Michael et al. devel-
oped a method called “duplex sequencing” which tagged the sequencing adapter by a degenerated 12 randomized 
base (Duplex Tag) and 4 base length fixed sequence27. This approach can effectively classify the real mutation sites 
and PCR error thus can be useful for low-frequency mutation detection.

In addition to WES, amplicon sequencing and gene panel sequencing are two widely used methods in detecting 
mutations39–41. The advantages of gene panel and amplicon are that they require a lower initial sample concentra-
tion than WES and can easily achieve much higher sequencing depth, which enables them to detect gene relatively 
low-frequency somatic mutation, besides, gene panel and amplicon sequencing are cost-effective, makes them com-
petitive in clinical diagnostic service42–44. However, gene panel and amplicon only target a small number of specific 
genes or short regions while WES can detect nearly all human exon regions42–45. Therefore, WES is used in the pres-
ent study to detect enough mutation sites, which can help in obtaining a relatively accurate recall and precision value. 
In addition, the data analysis pipeline varies between WES, gene panel and amplicon sequencing. For WES data, a 
deduplication step is usually applied to remove PCR duplication, however, in gene panel and amplicon sequencing, 
the depth could be higher than 30000X and each molecule could have 10 PCR duplicates, the duplicates can be 
combined computationally into a consensus read, which helps sort out errors, thus the deduplication step is not 
needed46. Therefore, differences between pipelines may also influence the performance of mutation detection, thus 
it is interesting for future studies to focus on the performance and the comparison of different pipelines.

The shortcoming of this research is that we used a mixture of bam files instead of using the mixture of 
real-world DNA samples and send them for sequencing. However, since the sequencing or capture error of the 
experimental steps may be random, the reads quality control and filter should reduce experimental effects on 
mutation calling performance. As expected, different mutation frequency and sequencing depths had greater 
impacts on accuracy. Another point is the coverage bias introduced by mixing BAM files, thus we checked 
the coverage bias for 1~10% mutation frequency, the results showed that coverage bias was observed in sam-
ple with 100X and 1% mutation frequency, but in general, our mixed data is acceptable in coverage bias (see 
Supplementary Figs. S3 to S5).

In general, our study systematically evaluated the influence of different sequencing depths, mutation frequency 
and software, which will provide a comprehensive guidance for clinical somatic mutation research: using 200X 
sequencing depth for a relatively high mutation frequency (≥20%), applying other methods instead of using extreme 
sequencing depth for a relatively low mutation frequency (≤10%). In addition, since gene panel sequencing and 
amplicon sequencing have been successfully applied in clinical research, evaluating the two pipelines based on 
sequencing depth and mutation frequency systematically will be valuable for clinical practice in the future.

Materials and Methods
Sample preparation. Fifty μg each of NA12878 and YanHuang No.1 (YH-1) cell line genomic DNA were 
prepared after detecting their concentration by Qubit fluorometer 3.0 (Invitrogen), followed by the detection 
of purification using 1% Agarose Gel Electrophoresis. After sample purification, the genomic DNA was con-
structed as Illumina exome library. For library construction, 1 μg each of NA12878 and YH-1 genomic DNA was 
fragmented by Covaris E220 to DNA fragments with length of 100 to 500 bp, and then the Illumina adapter was 
ligated to both ends of each DNA fragment using SureSelectXT Reagent Kit (Cat No. G9611A, Agilent), followed 
by PCR amplification of each sample. In addition, the exome library was captured using the Human All Exon V5 
Target Enrichment Baits (Cat No. 519-6216, Agilent).

Sequencing data acquisition and data pretreatment. After library construction, all samples were 
sent to perform PE150 whole-exome sequencing (WES) on Illumina NovaSeq sequencing platform, with average 
sequencing depth was approximately 800X and 400X for NA12878 and YH cell line, respectively. Raw reads were 
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first filtered and trimmed adapters using fastp (v0.19.4)47. After quality control, reads were mapped to the hg19 
reference genome by BWA-MEM (v0.7.17)48 with the default parameter. Aligned SAM files were converted to 
BAM files and sorted by coordinate with Samtools (v1.7)49,50. The MarkDuplicate function of Picard (http://broa-
dinstitute.github.io/picard, v2.18.11) was applied to remove duplicated reads of each bam file.

Acquisition of true mutations set. All bam files from the previous steps were used to call true muta-
tions set using Strelka2 (v2.9.7)17 and Genome Analysis Tool Kit HaplotypeCaller (v4.1.0.0)51. The germline 
mutation-calling pipeline with default parameters plus an “–exome” option of Strelka2 was conducted on both 
NA12878 and YH-1 data. After mutation calling, single nucleotide variation (SNV) sites were extracted and 
only sites with a “PASS” filter flag were kept. For GATK, mutation calling pipeline followed GATK’s best practice 
(https://software.broadinstitute.org/gatk/best-practices), and a hard filter (QD <2.0, FS >60.0, SOR >3.0, MQ 
<40.0, MQRankSum <−12.5, ReadPosRankSum <−8.0) was applied to both NA12878 and YH-1. For both 
Strelka2 and GATK, the SNVs which were homozygous in YH-1 but not in the absence of NA12878 were kept as 
true mutations set. The intersection of true mutation set which respectively derived from Strelka2 and GATK was 
considered as final true mutations set and used in the following analysis.

Down-sampling, mixing bam files and calling mutations. Bam files which marked duplicates and 
sorted previously were down-sampled to different depths with Function DownsampleSam in Picard tools. The 
down-sampled bam files of NA12878 and YH-1 were merged by samtools to simulate tumor sample with different 
mutation frequency.

Both Strelka2 and GATK’s Mutect2 were used to call mutation according to their somatic pipeline, respec-
tively. As recommended by Strelka2, the Manta variation caller (v1.5.0)52 was run first using the same parameters 
as Strelka2. And then the indel file derived from Manta was input into Strelka2 to help improve the precision of 
mutation calling, setting the parameter as default plus the “–exome” option. All SNVs with “PASS” filter flag were 
kept for the following evaluation. Besides, Mutect2 ran with default parameters except the “–disable-read-filter” 
option was set to “MateOnSameContigOrNoMappedMateReadFilter”, then a hard filter (QD <2.0, FS >60.0, 
SOR >3.0, MQ <40.0, MQRankSum <−12.5, ReadPosRankSum <−8.0) was applied to the SNV files.

Evaluating mutation results. These SNVs were then compared with true mutations set using som.py, 
which is a somatic mutation evaluating tool in hap.py53 (https://github.com/Illumina/hap.py). The metrics we 
used to assess the performance were true positive (TP), false positive (FP), false negative (FN), precision, recall 
and F-score. The FP region was restricted to ± 10 bp from the true mutation sites. Precision rate, recall rate and 
F-score were defined as TP/(TP + FP), TP/(TP + FN) and 2*recall*precision/(recall + precision), respectively.

Data availability
The raw sequencing reads and two deduplicated BAM files used to generate downsampled files are available in 
the NCBI sequence read archive (SRA) database (https://www.ncbi.nlm.nih.gov/bioproject/PRJNA549767). All 
the codes and scripts used to generate our data are available in GitHub (https://github.com/zic12345/SR2019).

Received: 26 June 2019; Accepted: 29 January 2020;
Published: xx xx xxxx

References
 1. Bray, F. et al. Global cancer statistics 2018: GLOBOCAN estimates of incidence and mortality worldwide for 36 cancers in 185 

countries. CA-A Cancer Journal for Clinicians 68, 394–424 (2018).
 2. Gerlinger, M. et al. Intratumor Heterogeneity and Branched Evolution Revealed by Multiregion Sequencing. New England Journal 

of Medicine 366, 883–892 (2012).
 3. Parsons, D. W. et al. An Integrated Genomic Analysis of Human Glioblastoma Multiforme. Science 321, 1807–1812 (2008).
 4. Hirsch, F. R. et al. Lung cancer: current therapies and new targeted treatments. Lancet 389, 299–311 (2017).
 5. Lynch, T. J. et al. Activating mutations in the epidermal growth factor receptor underlying responsiveness of non-small-cell lung 

cancer to gefitinib. New England Journal of Medicine 350, 2129–2139 (2004).
 6. Flaherty, K. T. et al. Inhibition of Mutated, Activated BRAF in Metastatic Melanoma. New England Journal of Medicine 363, 809–819 (2010).
 7. Audeh, M. W. et al. Oral poly(ADP-ribose) polymerase inhibitor olaparib in patients with BRCA1 or BRCA2 mutations and 

recurrent ovarian cancer: a proof-of-concept trial. Lancet 376, 245–251 (2010).
 8. LaDuca, H. et al. Exome sequencing covers>98% of mutations identified on targeted next generation sequencing panels. Plos one 

12, e0170843, https://doi.org/10.1371/journal.pone.0170843 (2017).
 9. Lelieveld, S. H., Spielmann, M., Mundlos, S., Veltman, J. A. & Gilissen, C. Comparison of Exome and Genome Sequencing 

Technologies for the Complete Capture of Protein-Coding Regions. Human mutation 36, 815–822, https://doi.org/10.1002/
humu.22813 (2015).

 10. Bruun, T. U. J. et al. Prospective cohort study for identification of underlying genetic causes in neonatal encephalopathy using whole-
exome sequencing. Genetics in medicine: official journal of the American College of Medical Genetics 20, 486–494, https://doi.
org/10.1038/gim.2017.129 (2018).

 11. Hartley, T. et al. Whole-exome sequencing is a valuable diagnostic tool for inherited peripheral neuropathies: Outcomes from a 
cohort of 50 families. Clinical genetics 93, 301–309, https://doi.org/10.1111/cge.13101 (2018).

 12. Landstrom, A. P. et al. Interpreting Incidentally Identified Variants in Genes Associated With Catecholaminergic Polymorphic 
Ventricular Tachycardia in a Large Cohort of Clinical Whole-Exome Genetic Test Referrals. Circulation. Arrhythmia and 
electrophysiology 10, https://doi.org/10.1161/circep.116.004742 (2017).

 13. Tirosh, I. et al. Single-cell RNA-seq supports a developmental hierarchy in human oligodendroglioma. Nature 539, 309–313, https://
doi.org/10.1038/nature20123 (2016).

 14. Vitak, S. A. et al. Sequencing thousands of single-cell genomes with combinatorial indexing. Nat. Methods 14, 302–308, https://doi.
org/10.1038/nmeth.4154 (2017).

 15. Koboldt, D. C. et al. VarScan 2: Somatic mutation and copy number alteration discovery in cancer by exome sequencing. Genome 
Research 22, 568–576 (2012).

https://doi.org/10.1038/s41598-020-60559-5
http://broadinstitute.github.io/picard
http://broadinstitute.github.io/picard
https://software.broadinstitute.org/gatk/best-practices
https://github.com/Illumina/hap.py
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA549767
https://github.com/zic12345/SR2019
https://doi.org/10.1371/journal.pone.0170843
https://doi.org/10.1002/humu.22813
https://doi.org/10.1002/humu.22813
https://doi.org/10.1038/gim.2017.129
https://doi.org/10.1038/gim.2017.129
https://doi.org/10.1111/cge.13101
https://doi.org/10.1161/circep.116.004742
https://doi.org/10.1038/nature20123
https://doi.org/10.1038/nature20123
https://doi.org/10.1038/nmeth.4154
https://doi.org/10.1038/nmeth.4154


8Scientific RepoRtS |         (2020) 10:3501  | https://doi.org/10.1038/s41598-020-60559-5

www.nature.com/scientificreportswww.nature.com/scientificreports/

 16. McKenna, A. et al. The Genome Analysis Toolkit: a MapReduce framework for analyzing next-generation DNA sequencing data. 
Genome Res. 20, 1297–1303, https://doi.org/10.1101/gr.107524.110 (2010).

 17. Kim, S. et al. Strelka2: fast and accurate calling of germline and somatic variants. Nature Methods 15, 591–594, https://doi.
org/10.1038/s41592-018-0051-x (2018).

 18. Lai, Z. et al. VarDict: a novel and versatile variant caller for next-generation sequencing in cancer research. Nucleic Acids Research 
44, e108–e108, https://doi.org/10.1093/nar/gkw227%J Nucleic Acids Research (2016).

 19. Cai, L., Yuan, W., Zhang, Z., He, L. & Chou, K. C. In-depth comparison of somatic point mutation callers based on different tumor 
next-generation sequencing depth data. Scientific Reports 6, 9, https://doi.org/10.1038/srep36540 (2016).

 20. Alioto, T. S. et al. A comprehensive assessment of somatic mutation detection in cancer using whole-genome sequencing. Nature 
Communications 6, 10001, https://doi.org/10.1038/ncomms10001 (2015).

 21. Kroigard, A. B., Thomassen, M., Laenkholm, A. V., Kruse, T. A. & Larsen, M. J. Evaluation of Nine Somatic Variant Callers for 
Detection of Somatic Mutations in Exome and Targeted Deep Sequencing Data. Plos One 11, e0151664, https://doi.org/10.1371/
journal.pone.0151664 (2016).

 22. Beije, N. et al. Somatic mutation detection using various targeted detection assays in paired samples of circulating tumor DNA, 
primary tumor and metastases from patients undergoing resection of colorectal liver metastases. Molecular oncology 10, 1575–1584, 
https://doi.org/10.1016/j.molonc.2016.10.001 (2016).

 23. Teer, J. K. et al. Evaluating somatic tumor mutation detection without matched normal samples. Human genomics 11, 22, https://doi.
org/10.1186/s40246-017-0118-2 (2017).

 24. Wang, Q. et al. Detecting somatic point mutations in cancer genome sequencing data: a comparison of mutation callers. Genome 
medicine 5, 91, https://doi.org/10.1186/gm495 (2013).

 25. Jones, S. et al. Personalized genomic analyses for cancer mutation discovery and interpretation. Science translational medicine 7, 
283ra253, https://doi.org/10.1126/scitranslmed.aaa7161 (2015).

 26. Robasky, K., Lewis, N. E. & Church, G. M. The role of replicates for error mitigation in next-generation sequencing. Nature reviews. 
Genetics 15, 56–62, https://doi.org/10.1038/nrg3655 (2014).

 27. Schmitt, M. W. et al. Detection of ultra-rare mutations by next-generation sequencing. Proceedings of the National Academy of 
Sciences 109, 14508, https://doi.org/10.1073/pnas.1208715109 (2012).

 28. J B. Hiatt, C. C. P. S. J. S. B. J. O. R. J. S. Single molecule molecular inversion probes for targeted, high-accuracy detection of low-
frequency variation. Genome Research 23, 843–854 (2013).

 29. Paweletz, C. P. et al. Bias-Corrected Targeted Next-Generation Sequencing for Rapid, Multiplexed Detection of Actionable 
Alterations in Cell-Free DNA from Advanced Lung Cancer Patients. Clinical Cancer Research 22, 915, https://doi.org/10.1158/1078-
0432.CCR-15-1627-T (2016).

 30. Newman, A. M. et al. Integrated digital error suppression for improved detection of circulating tumor DNA. Nature Biotechnology 
34, 547, https://doi.org/10.1038/nbt.3520 (2016).

 31. Ståhlberg, A. et al. Simple, multiplexed, PCR-based barcoding of DNA enables sensitive mutation detection in liquid biopsies using 
sequencing. Nucleic Acids Research 44, e105–e105, https://doi.org/10.1093/nar/gkw224 (2016).

 32. Zheng, Z. et al. Anchored multiplex PCR for targeted next-generation sequencing. Nature Medicine 20, 1479, https://doi.
org/10.1038/nm.3729 (2014).

 33. Pel, J. et al. Duplex Proximity Sequencing (Pro-Seq): A method to improve DNA sequencing accuracy without the cost of molecular 
barcoding redundancy. Plos one 13, e0204265–e0204265, https://doi.org/10.1371/journal.pone.0204265 (2018).

 34. Kivioja, T. et al. Counting absolute numbers of molecules using unique molecular identifiers. Nat. Methods 9, 72–74, https://doi.
org/10.1038/nmeth.1778 (2011).

 35. Hug, H. & Schuler, R. Measurement of the number of molecules of a single mRNA species in a complex mRNA preparation. Journal 
of theoretical biology 221, 615–624, https://doi.org/10.1006/jtbi.2003.3211 (2003).

 36. Kinde, I., Wu, J., Papadopoulos, N., Kinzler, K. W. & Vogelstein, B. Detection and quantification of rare mutations with massively 
parallel sequencing. Proceedings of the National Academy of Sciences of the United States of America 108, 9530–9535, https://doi.
org/10.1073/pnas.1105422108 (2011).

 37. Shugay, M. et al. Towards error-free profiling of immune repertoires. Nat. Methods 11, 653–655, https://doi.org/10.1038/nmeth.2960 (2014).
 38. Miner, B. E., Stöger, R. J., Burden, A. F., Laird, C. D. & Hansen, R. S. Molecular barcodes detect redundancy and contamination in 

hairpin-bisulfite PCR. Nucleic acids research 32, e135–e135, https://doi.org/10.1093/nar/gnh132 (2004).
 39. Susswein, L. R. et al. Pathogenic and likely pathogenic variant prevalence among the first 10,000 patients referred for next-generation 

cancer panel testing. Genetics in medicine: official journal of the American College of Medical Genetics 18, 823–832, https://doi.
org/10.1038/gim.2015.166 (2016).

 40. Stadler, Z. K. et al. Reliable Detection of Mismatch Repair Deficiency in Colorectal Cancers Using Mutational Load in Next-
Generation Sequencing Panels. Journal of clinical oncology: official journal of the American Society of Clinical Oncology 34, 
2141–2147, https://doi.org/10.1200/jco.2015.65.1067 (2016).

 41. Betge, J. et al. Amplicon sequencing of colorectal cancer: variant calling in frozen and formalin-fixed samples. Plos One 10, 
e0127146, https://doi.org/10.1371/journal.pone.0127146 (2015).

 42. Loman, N. J. et al. Performance comparison of benchtop high-throughput sequencing platforms. Nat. Biotechnol 30, 434–439, 
https://doi.org/10.1038/nbt.2198 (2012).

 43. Quail, M. A. et al. A tale of three next generation sequencing platforms: comparison of Ion Torrent, Pacific Biosciences and Illumina 
MiSeq sequencers. BMC genomics 13, 341, https://doi.org/10.1186/1471-2164-13-341 (2012).

 44. Chang, F. & Li, M. M. Clinical application of amplicon-based next-generation sequencing in cancer. Cancer Genetics 206, 413–419, 
https://doi.org/10.1016/j.cancergen.2013.10.003 (2013).

 45. Tetreault, M., Bareke, E., Nadaf, J., Alirezaie, N. & Majewski, J. Whole-exome sequencing as a diagnostic tool: current challenges and 
future opportunities. Expert review of molecular diagnostics 15, 749–760, https://doi.org/10.1586/14737159.2015.1039516 (2015).

 46. Marx, V. How to deduplicate PCR. Nature Methods 14, 473, https://doi.org/10.1038/nmeth.4268 (2017).
 47. Shifu, C., Yanqing, Z., Yaru, C. & Jia, G. fastp: an ultra-fast all-in-one FASTQ preprocessor. Bioinformatics 34, i884–i890 (2018).
 48. Li, H. & Durbin, R. Fast and accurate short read alignment with Burrows–Wheeler transform. Bioinformatics 25, 1754–1760, https://

doi.org/10.1093/bioinformatics/btp324 (2009).
 49. Heng, L. A statistical framework for SNP calling, mutation discovery, association mapping and population genetical parameter 

estimation from sequencing data. Bioinformatics 27, 2987–2993 (2011).
 50. Li, H. et al. 1000 genome project data processing subgroup. The sequence alignment/map (SAM) format and SAMtools. Vol. 25 

(2010).
 51. Van der Auwera, G. A. et al. From FastQ data to high confidence variant calls: the Genome Analysis Toolkit best practices pipeline. 

Current protocols in bioinformatics 43, 11.10.11–33, https://doi.org/10.1002/0471250953.bi1110s43 (2013).
 52. Chen, X. et al. Manta: rapid detection of structural variants and indels for germline and cancer sequencing applications. 

Bioinformatics 32, 1220–1222, https://doi.org/10.1093/bioinformatics/btv710 (2016).
 53. Krusche, P. et al. Best practices for benchmarking germline small-variant calls in human genomes. Nature Biotechnology 37, 

555–560, https://doi.org/10.1038/s41587-019-0054-x (2019).

https://doi.org/10.1038/s41598-020-60559-5
https://doi.org/10.1101/gr.107524.110
https://doi.org/10.1038/s41592-018-0051-x
https://doi.org/10.1038/s41592-018-0051-x
https://doi.org/10.1038/srep36540
https://doi.org/10.1038/ncomms10001
https://doi.org/10.1371/journal.pone.0151664
https://doi.org/10.1371/journal.pone.0151664
https://doi.org/10.1016/j.molonc.2016.10.001
https://doi.org/10.1186/s40246-017-0118-2
https://doi.org/10.1186/s40246-017-0118-2
https://doi.org/10.1186/gm495
https://doi.org/10.1126/scitranslmed.aaa7161
https://doi.org/10.1038/nrg3655
https://doi.org/10.1073/pnas.1208715109
https://doi.org/10.1158/1078-0432.CCR-15-1627-T
https://doi.org/10.1158/1078-0432.CCR-15-1627-T
https://doi.org/10.1038/nbt.3520
https://doi.org/10.1093/nar/gkw224
https://doi.org/10.1038/nm.3729
https://doi.org/10.1038/nm.3729
https://doi.org/10.1371/journal.pone.0204265
https://doi.org/10.1038/nmeth.1778
https://doi.org/10.1038/nmeth.1778
https://doi.org/10.1006/jtbi.2003.3211
https://doi.org/10.1073/pnas.1105422108
https://doi.org/10.1073/pnas.1105422108
https://doi.org/10.1038/nmeth.2960
https://doi.org/10.1093/nar/gnh132
https://doi.org/10.1038/gim.2015.166
https://doi.org/10.1038/gim.2015.166
https://doi.org/10.1200/jco.2015.65.1067
https://doi.org/10.1371/journal.pone.0127146
https://doi.org/10.1038/nbt.2198
https://doi.org/10.1186/1471-2164-13-341
https://doi.org/10.1016/j.cancergen.2013.10.003
https://doi.org/10.1586/14737159.2015.1039516
https://doi.org/10.1038/nmeth.4268
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1002/0471250953.bi1110s43
https://doi.org/10.1093/bioinformatics/btv710
https://doi.org/10.1038/s41587-019-0054-x


9Scientific RepoRtS |         (2020) 10:3501  | https://doi.org/10.1038/s41598-020-60559-5

www.nature.com/scientificreportswww.nature.com/scientificreports/

Acknowledgements
This work was supported by the National Key R&D Program of China (2018YFC0910201), the Key R&D Program 
of Guangdong Province (2019B020226001), and the Science and the Technology Planning Project of Guangzhou 
(201704020176).

Author contributions
H.D. conceived the original idea; Z.C. performed the experiments; Z.C., Y.Y. and J.C. carried out the data analysis 
and wrote the main body of the manuscript; X.C. wrote the introduction; S.L. and X.L. revised the manuscript; 
H.D. supervised the whole work attended the discussions and revised the manuscript.

competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s41598-020-60559-5.
Correspondence and requests for materials should be addressed to H.D.
Reprints and permissions information is available at www.nature.com/reprints.
Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this licence, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2020

https://doi.org/10.1038/s41598-020-60559-5
https://doi.org/10.1038/s41598-020-60559-5
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Systematic comparison of somatic variant calling performance among different sequencing depth and mutation frequency
	Results
	A summary of datasets and analysis. 
	Somatic variant calling performance comparison between different sequencing depth. 
	Somatic variant calling performance comparison between different mutation frequency. 
	Somatic variant calling performance and concordance between Strelka2 and Mutect2. 
	Somatic variant calling efficiency of Strelka2 and Mutect2. 

	Discussion
	Materials and Methods
	Sample preparation. 
	Sequencing data acquisition and data pretreatment. 
	Acquisition of true mutations set. 
	Down-sampling, mixing bam files and calling mutations. 
	Evaluating mutation results. 

	Acknowledgements
	Figure 1 The work flowchart of the experiment design.
	Figure 2 P-R curves of Strelka2 and Mutect2 for different mutation frequency and sequencing depth.
	Figure 3 F-score box-scatter plot.
	Figure 4 Software running time.
	Table 1 Detailed information of sequencing data.




