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The paper by Carpenter et al gives background information on the construction of the de novo
transcriptomes assemblies for the 1000 plants initiative. Focus is on assembly completeness and quality
as well as dealing with contaminants. This is a very important initiative for the plant community which
findings and impact will go beyond internal use for researchers.

As a this project has been a communal effort it has of course taken long - it started in 2012 - to reach the
end-goal and this is reflected in that development in sequencing standards/possibilities have advanced
over time. Today, combinations of platforms for long and short read-lengths would have been
considered. The authors have stuck to completeness of transcriptome, and for example no N50-values
are given, to judge assembly quality. | think this is sufficient. However, was any action taken (removal)
for transcriptomes with low completeness? The second half of the paper is dedicated to the
identification of contaminants which is an interesting topic.

The paper should be published but there are some room for improvement and the results can be
presented in a more stringent way.

Specific comments

-Table legends are missing and needs to be added. Also be consistent using "th" percentile throughout
the three tables. Please also go through figure legends and improve the information content.

-line 112: quantify "excessive", level of reads removed?

-line 125: what is the dataset AEPI?

-line 142 [cite]?

-line 146 | find the title "Protein translation" a bit strange since it is prediction of coding regions it refers
to

-line 153 "those" what?

-line 154 Sentence "Outputs..." remove or point at where the output files are

-line 165 and 166: maybe a miss something but the nucleotide sequences are 1/5 of the predicted
protein sequences after Transpipe...?

-line 175: this statement needs a reference

-line 193: "these problems", please be more specific, and clearly list which ways tried

-line 237: can't access github page!

-line 307-308: | don't follow the last part of the argument as BUSCO - Emboryophyta looks fairly linear to
number of assembled scaffolds and non-phylum samples should fall outside this linearity (which they
might - can they be marked in any way)



In fig 1 panel B: what are the 4-letter abbreviation before the species names?
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