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The authors sequenced a female blood-sucking insect Triatoma rubrofasciata, which is a pathogen 

vector of Chagas disease. 

With PacBio sequencing, they reconstructed an assembly covering 99% of the 667 Mb genome, and 

used Hi-C analysis to reconstruct 13 haploid full-length chromosomes with a contig N50 near 3 Mb and a 

scaffold N50 over 50 Mb. The authors claimed a base-accuracy of 99.99%. More than 12k protein coding 

genes has been annotated with 97% BUSCO score that suggests a high genome completeness. 

The methods employed and the description in the study are mostly appropriate and standard. The 

integration of long-read PacBio sequencing with Hi-C analysis for chromosome reconstruction has 

become one of the standard pipeline for de novo genome assembly nowadays. The choice of a diploid 

female individual is suitable for a species without prior quality reference. Key global statistics numbers, 

including total length, max length and N50 of contigs and scaffolds listed in Table 2 are validated. 

However, there are some obvious confusion in obtaining the final assembly results. The scaffold N50 is 

mentioned in text several times as 51.38 Mb, while it is 50,700,875 bp in Table 2, as well as checked with 

the data uploaded. Similarly, contig N50 is 2.96 Mb in text, and 2,722,109 in Table 2 and data. It is 

unclear how the assemblies resolve from Falcon-assembly with 2,115 contigs and Hi-C assembly with 

626 contigs, into the final assembly with 1,303 scaffolds. The authors should add a section of "genome 

polishing" between Hi-C assembly and genome evaluation with BUSCO to describe the reconciliation 

process, or at least mention of a curation procedure. For BUSCO genome evaluation, the authors should 

also specify which reference gene set was used. 

In addition, the unavailability of raw data and specific parameters, including the scores and thresholds 

for alignment and phylogenetic tree construction prevents validation. In the last section of methods on 

constructing the phylogenetic tree, the authors should state the source of sequences of other insects, as 

well as using an outgroup. Therefore, the validity of the authors' claim of species divergence time 

cannot be assessed. 
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