
Reviewer Report 

Title:  Finding Nemo: Hybrid assembly with Oxford Nanopore and Illumina reads greatly improves the 

Clownfish (Amphiprion ocellaris) genome assembly 

Version: Original Submission Date: 04 Dec 2017  

Reviewer name: Christiaan Henkel 

Reviewer Comments to Author: 

This study describes the genome assembly of the clown anemonefish using a hybrid strategy, employing 

both short and long (nanopore) reads. The long reads contribute towards scaffold contiguity, whereas 

the short reads provide high sequence identity. Based on annotation and BUSCO statistics, this strategy 

is quite successful, yielding a genome assembly of high quality. By todays multiple-megabase-scaffold 

standards, the assembly is still relatively fragmented, presumably due to the modest amount of long-

read data. 

 

Overall, this is a well-executed study that would make for a relevant and timely publication. I have only a 

few minor suggestions (see below). In general, given the prominence (with 'dramatically') of nanopore 

data in the title, I would like to encourage the authors to elaborate on this aspect of the study in the 

Conclusion section. For example, why did you use this particular strategy (MaSuRCA assembler), and 

what are its strengths and weaknesses? How does long-read coverage affect the assembly process (this 

study uses only three nanopore flowcells - would this be a recommended efficient strategy to 'fix' any 

Illumina-based assembly)? How far are we from non-hybrid nanopore-based assemblies?  

 

Finally, a very similar genome project manuscript was recently posted on BioRxiv: 

Anna Marcionetti et al., First draft genome assembly of an iconic clownfish species (Amphiprion 

frenatus), doi 10.1101/205443, 18 October 2017 

The manuscripts do not cite each other, but arrive at similar genome assembly qualities using similar 

strategies. 

 

Specific minor comments: 

1. Line 128: an upper limit of 1 Mbp reads probably did not exclude anything. What was the actual 

longest read length? 

2. Line 131…/Supplemental Figure 1. Not all Illumina data were apparently used for the k-mer profile. 

Does this perhaps explain the considerable difference in estimated genome size and assembled genome 

size? If not, is there another explanation? Also, the legend to the figure ('genome profiling') could be 

more informative (e.g. genome size estimate…) 

3. A (supplementary) table with sequencing statistics (yield for each type of data, incl. RNA-seq) would 

be appropriate. 
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