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Reviewer Comments to Author: 

In this manuscript authors analyse whole genome sequences of two extremotolerant black yeast species 

(66 and 49 respectively). Authors demonstrate that several diploid samples are derived from 

hybridization events and argue that genomes remain clonal. This is definitely a very intriguing study 

system, and I like that different aspects of genetic variation are investigated and discussed. I have a few 

suggestions about the analyses in support of clonality and presentation of the results. 

Considering the analysis of tree concordance I have two comments. First, separate trees were generated 

for "longest alignments" and I think this approach can hide potential admixture events. It is not reported 

anywhere what are the average lengths of these alignments, but the point is that if admixture concerns 

a small part of the chromosome, the alignment of the whole chromosome will not detect those 

admixture events. I would suggest to split all alignments into portions of equal length or of equal 

number of informative SNPs, to identify potential admixture events, if any exist. My second comment is 

that tree discordancies are not quantified in any way and from figure 3 it's hard to judge how much 

concordance there is. If the species cluster in several groups one could show how many topologies 

(proportion) of these major clusters are consistent with each other and how many are different. 

Minor comments: 

Table S1 and Table 1: Please explain in the legend what distributions are showing. Also it would be 

helpful to include a column in the tables with information about ploidy. 

line 183: I'm not sure what the authors mean by 'consistent' in this sentence. Wasn't the ploidy decided 

from genome assembly characteristics? In this case it's expected to be consistent. 

line 195: I would suggest explaining here in once sentence how SNP calling was made, especially how 

the reference was constructed, because it's quite important for interpreting the results. 

line 202: PCA plots in Fig1: It would be useful to add ploidy information in the plot to see where are 

those samples located relative to haploids. Are these clusters explained by geography or habitat? 

Perhaps adding this information would be useful as well. It is also not mentioned anywhere how 

divergent are these clusters. It would be worth reporting nucleotide divergence between (haploid) 

genomic groups. 

line 221: Please highlight haploids/diploid on the phylogeny. 

line 209: Considering LD decay analysis it looks to me that r2 is very low even between close variants. In 

general, it is not clear from the figure 2 what is the maximum r2 between adjacent pairs of SNPs (start of 

the line) and what is the distance over which r2 falls by half. I think the authors should give some 

quantification of this in the results. This could give a better understanding of the LD. 

line 229: This is a really interesting way to show relationships between hybrids! 

line 250: Fig 5, What are colours in the legend signifying? 



line 282: MAT loci: One option to make sure if MAT loci is truly absent would be to look for reads 

matching the sequence of MAT. This could eliminate the possibility that the quality of an assembly is a 

source of missing loci. 

line 263: In the figures S4 and S5 one information that is missing is whether the same MAT type is 

present always on the same genomic background, assuming that these different types are in the same 

locus. Examples of MAT introgression are common in fungi so it would be nice to check if something like 

this occurs in these species. 

line 619: In the description of processing sequence alignments, please specify what do you mean by 

"long gaps"? Was there any threshold? 
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