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Reviewer Comments to Author: 

In the paper "Chromosome scale genome assembly of Kiwifruit (Actinidia eriantha) with single molecule 

sequencing and chromatin conformation capture" the authors present data on a large scale long read 

assembly of a new kiwifruit species (A. eriantha). This new construction has led to a significant 

improvement in the amount of sequence that is assembled. Overall the paper is well written with a good 

quality English. 

Major concerns: 

1. The authors present the new genome data in the context of the already published data, they state 

that the new long read construction is more complete and high level of "macro collinearity". Yet the 

alignment figure (3b) suggests that there are some major differences in the construction (it is hard to tell 

from the figure which chromosomes) but it appears that chromosome 16 has significant 

rearrangements, there is a translocation from chr23 to chr19 and a region that is different on chr27. I 

feel that the wording in the paper does not address these differences. 

- Two of these differences have been highlighted in S1. For this paper it needs to be checked to see if 

this is a species difference (ie a true rearrangement) or whether the red5 or eriantha construction is 

wrongly assembled. Usually a mapping approach would facilitate this, my recollection was that the 

original 'hongyang' genome used Eriantha interspecific map to anchor the chromosomes. Could this be 

used? 

- The use of the word anchor in Table 1 needs to be changed as the eriantha genome was aligned to the 

chromosomes but the authors did not anchor it with a genetic map (or if they did they have not detailed 

this. 

2. I feel it is important to have some consistency with the naming of gene models found in Actinidia 

species, as this will ultimately facilitate cross comparisons across species. Indeed this paper is an ideal 

opportunity to start an Actinidia pan genome gene set. To this end I think it is important that there is a 

consistent naming convention. In many species the gene locations are given along chromosomes, yet 

when there is genome divergence, this labelling becomes impossible across species. The manual 

annotated kiwifruit genome, the genes were given a unique number which bypasses this issue. I was 

unable to access supplemental data 3 and 4, so apologies if requests below has been done. (maybe 

some examples in the main body of the paper on the gene models would be of interest). 

- We need consistency in the literature. To this end the authors need to name genes in a similar manner 

to the already published genomes (maybe call them AerXXXXX). And if they could have an orthologue 

they should be given a number corresponding to the Acc genes already published. New genes should 

then be given new numbers 



- The authors need to identify whether the new genes are unique to the eriantha genome and do a 

quality measure on these to establish whether they are true genes or computational artifacts. 

- It would be good to have an idea whether the genes were new to eriantha or just missed in the A. 

chinensis manual annotation process. 

Minor concerns 

1. P3 Line 24. I am not sure that any Actinidia species have been "domesticated" there is no A. 

domestica. I would say "commercialised" 
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