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In this article, the authors conducted a detailed comparison between different statistical methods

for microbiome data analysis. The comparison is based on some dietary intervention studies. I enjoy

reading this paper and think such a comparison is needed. But there is still a large room to improve

in numerical comparison and writing.

Major Points

• Several methods suggesting the same conclusion doesn’t imply that they are reliable. All

methods may be wrong in the same way! It might be better to benchmark the analysis with

some special experiment design or simulation study on real data.

• In the OTU level comparison, several other popular differential abundance tests should be

also included into the comparison. For example, DESeq2[4], MetagenomeSeq [7], ANCOM-

BC[3], DR [5].

• In distance based method, the choice of distance is very important. It would be great to

compare different choices of distance.

• In abundance-based methods, phylogenetic tree information can also be incorporated [6, 9].

They should be cited.

• In most of abundance based method, the zeros are usually replaced by some small posi-

tive constant. This is a very important problem in microbiome data analysis. Currently, the

authors only consider one imputation method. It would be better to include a separate ex-

periment to compare different ways to handle zeros. Some studies [2] suggests that handling

zeros can affect the analysis a lot. Some recent statistical methods [1, 8] are designed for zero

problem should be at least cited.
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