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The manuscript describes the Long-read sequencing, assembly, and annotation of an improved genome of
the Siraitia grosvenorii, a cucurbit with medicinal properties that also produces mogrosides, a class of sweet-
tasting compounds with interest in use as an artificial sweetener. A genome assembly for S. grosvenorii has
been previously published in 2016 by Itkin et al. using a hybrid assembly of Moleculo Synthetic Long Reads
and lllumina WGS. Itkin et al. state that the aim of generating a draft assembly was to obtain the sequence
of genes in gene families of interest. Indeed, the draft genome assembly does not seem to be publicly
available to download in GenBank or a data repository. The improved (and publicly available) genome
assembly, annotation and analyses described in this data note will be a useful resource to the
community.Comments:98: "This genome size was slightly larger than the estimated 420 Mb [8], which was
probably due to the high genome heterozygosity." - A k-mer analysis or SNP density analysis should be
done and included in the manuscript to substantiate this assertion. 99: Was the genome assembly polished
after assembly to correct sequencing errors? This is normally done for PacBio assemblies and should be
included in the methods if it was done. 105/Table 3: 13.9% missing BUSCOs seems high for a high coverage
PacBio assembly. How does this compare to the original assembly by Itkin et al.? Minor issues/typos:20:
platforms63: is a useful resourceTable 1: fix units in the table, they are correct in the text84: C after87: an
insert size94: This sentence was somewhat confusing. | recommend rewriting it so it is clearer, e.g. : "25x
coverage of the longest corrected reads was extracted with Perl scripts and assembled"110: All 15 RNA-seq
libraries were mapped to the assembly 115: low quality variants116: uniquell7: "error rate was calculated
as the ration of double variation (1/1 and 1/2) number" - This is very confusing and needs to be rewritten.
127: "the S. grosvenorii genome sequences were subjected to 3 gene" - the S. grosvenorii genome
assembly was annotated using 3133: "with a repeat masked genome, while repeat masking was done by
RepeatMasker." - with the repeat masked genome.134: "from Hisat2 to transcriptome with the assembly as
reference,” - from HISAT2 using the assembly as the reference - correct other instances of Hisat2 to
HISAT2140 (and others): "non-redundant database" : be more specific such as NCBI non-redundant protein
database (nr)

Level of Interest

Please indicate how interesting you found the manuscript: An article whose findings are important to
those with closely related research interests

Quality of Written English

Please indicate the quality of language in the manuscript: Needs some language corrections before
being published
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