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This manuscript describes the second phase of the Korean Genome Project (KGP) with 4,157 sets of
whole-genome data (designated Korea4K). After error correction and sequencing data curation, the
whole-genome sequencing (WGS) data from 3,614 unrelated were used in the analyses. They also
analyzed 107 types of clinical traits from 2,685 healthy participants' health check-up reports over a 4-
year period (2016-2019). They performed a range of analyses and claimed that this new data performed
better than Korealk, the first phase KGP dataset, in a number of ways. A larger Korean dataset adds to
the global genome resource and provides further insights into the Korean population. However, the
results are mostly descriptive and serve as a catalog without significant new insights. The results are as
expected (KoreadK is a better imputation reference panel than KorealK, new variants are identified in
the population, new variants are found in association with various phenotypes, etc.) and this dataset is
sufficiently large to capture all the common variants found in the homogeneous Korean population.
The authors should address several issues:

1. The use of whole genome sequencing data in GWAS. The Bonferroni correction the authors used in
their analysis was that for SNP array studies. They must do a formal correction with the many more
variants found in WGS data and use a statistically sound correction for their analysis. The severe penalty
for multiple testing using WGS data for GWAS is why few such studies have been done. | suspect that
many of the associations will not reach statistical significance after proper correction, as the dataset is
quite small for most traits under study.

2. The authors should use the new genome references for their variant calling (T2T reference and the
Human Pangenome Reference), as the GRCh38 is no longer the gold standard and the results will be
quite different with the most up-to-date references. Using the best human genome reference will make
KoreadK more valuable.

3. The authors should clarify how many of the participants who contributed clinical data are unrelated.
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Are the methods appropriate to the aims of the study, are they well described, and are necessary
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Reporting Standards

Does the manuscript adhere to the journal’s guidelines on minimum standards of reporting? Choose an
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Statistics

Are you able to assess all statistics in the manuscript, including the appropriateness of statistical tests
used? Choose an item.

Quality of Written English
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