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Following the publication of the original paper [1], the authors reported a few errors.
They would like to make the below corrections under the “Somatic Benchmarking”
section, “Determination of sequencing technologies to improve SV detection” sec-
tion, and Fig. 2.

In “Somatic Benchmarking” section,

“The HCC1395 cell line has been characterized with conventional genomics approaches
such as cytogenetic analysis [49] and array-based comparative genomic hybridization
[50], consisting of rich genetic variant types including ~40,000 SNVs, ~2000 small indels,
CNAs covering over 50% of the genome, more than 250 complex genomic rearrangements
[51], and an aneuploid genome and BRCAness [52]”

To

Supplementing WGS and WES, conventional array-based and cytogenetic-based
genomics approaches [49,50] have been employed to characterize the HCC1395 cell line
resulting in various genetic variant types, including a substantial number of SNV/small
indels and complex SVs identified [35,51,52].

“Moreover, the HCC1395 DNA was pooled with HCC1395BL DNA at different ratios to
create a range of admixtures that mimicked tumor purity levels of 100%, 75%, 50%, 20%,
10%, 5%, and 0%.

To

Moreover, a series of admixtures were generated by titrating the HCC1395 and HCC1395BL
DNA with different ratios to mimic the tumor purity levels from 0% to 100% [32].

“Determination of sequencing technologies to improve SV detection” section

The SEQC-II adopted multi-platform and multi-lab designs for a comprehensive
assessment of reproducibility and accuracy of the detection of SVs. The SV working
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Fig. 2 An overview of the reference samples and multiple platform sequencing technologies employed by
the SEQC-II consortium, and their potential benefits for future SV detection efforts in the community

group set out to investigate the reproducibility and variability of SV calls when the sam-
ple was sequenced across multiple sequencing instruments or in different laboratories
[31, 32]. Interestingly, current approaches produced a level of variability often associated

with false negatives (i.e., missed SVs) in SV calls with current methodologies.

To

The SEQC-II adopted multi-platform and multi-lab designs to comprehensively
assess the reproducibility and accuracy of detecting SNVs and small indels [31,32]. The
sequencing data could be further leveraged for evaluating the reproducibility and vari-

ability of SV calling and benchmark SV calling set development.
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