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This paper reported the construction of KOREF_S1v2, a reference genome for Korean or Eastern Asian, 

using long read sequencing platforms in addition to NGS sequencing and HiC sequencing platforms. A 

reference genome construction method was introduced to combine parent genomes to increase the 

quality of the final assembled genome. The constructed genome was assessed for its quality by 

comparing it to the existing KOREF genome and the human reference genome. The goal of this paper is 

to provide an accurate Korean reference genome. A few issues are listed below. 

Major issues 

1. Line 52, "GRCh38 … derives from a single individual, mostly based on Caucasian and African ancestry", 

the content was incorrect, and the sentence needs a revision. 

2. Line 200, "the genes included 20,378 protein-coding genes with 166,570 transcripts, 46,973 lncRNAs 

and 17,535 pseudogenes.", the number of protein coding transcripts, 166,570, was much bigger than 

the number for protein-coding transcripts listed in GENCODE, which is about 87K. Please double check 

the numbers. 

Minor issues 

1. Line 234, "and it made difficult to construct" -->" and made it difficult to construct". 
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(http://creativecommons.org/licenses/by/4.0/). I understand that any comments which I do not wish to 
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be published. 
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