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This manuscript on the genome of Chinese yellowhorn by Bi et al. describes the development and
analysis of the assembly of 15 chromosome level pseudo-molecules from a single genotype. The work
combines a few different sequencing methods that produced short and long reads and physical map
information, along with long RNA-Seq and flow cytometry to independently evaluate the genome size.
The combination of methods and bioinformatic steps have apparently produced quite a robust assembly
although use of the term "reference genome" may be premature.

The major strength of the paper is the successful integration of the different sequencing methods to
produce the assembly that was shown to be complete and of a size that is concordant with the
determination by flow cytometry. The evolutionary analysis based on synteny analyses with other
angiosperm reference genomes is also well done.

The use of PacBio sequencing was advantageous to obtain long RNA transcript sequences however |
found that the determination of the number of genes requires further explanation. The transcriptome
assemply contained over 142k sequences but the authors conclude that there are 24,672 genes in the
genome; it needs to be explained how the later was obtained and why there is a difference between the
two - is it a technical issue or is there a biological explination? Furthermore, the authors report that
there are 172 gene families specific to yellowhorn but do not explain what these genes may encode.
The manuscript is generally clearly and concisely written but | noted several typos that need correction
(especially in the summary) and recommend the manuscript be carefully edited for language. Here are a
few significant ones:
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Line 5: should read "can withstand very cold and drought conditions"

Line 5: | not sure what is meant by "tertiary legacy"

Line 8: ... understanding...

Line 10: ... genomic era.

Line 13: replace speudomoleculars with speudomolecules

Line 16: The final genome assembly

Line 35: The first sentence needs revising. On what basis is it a "reference genome" it is not discussed in
the paper as such.

Line 38: We did not detect any whole-genome...

Line 41: What is meant by "fragment"? Signature?
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Line 52: replace clustering by clustered
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Line 52: what is meant by "typical dicot"? Please be more explicit in describing how the species were
selected.
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Line 44: What is the meaning of "Paralog curse"?
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