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Pavillon Marie-Victorin, Faculté des Arts et des Sciences
CP 6128, Succursale Centre-Ville
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October 24, 2016	


Dear Editors,

Please find enclosed a copy of our revised manuscript entitled “Pursuing the quest for better understanding the taxonomic distribution of the system of doubly uniparental inheritance of mtDNA” for publication in PeerJ.

We would like to thank you for considering our manuscript for publication in your journal and we are grateful to the reviewers for their insightful criticisms and suggestions that we feel have led to an improved manuscript.

Thus, the previous manuscript has been reworked and we have addressed all comments made by the reviewers and the editor (see below). 

Any correspondence should be addressed to Sophie Breton (s.breton@umontreal.ca). The material for this paper has not been submitted elsewhere or used in other publications.

Sincerely,


Sophie Breton

Professeure adjointe
Département de Sciences Biologiques

On behalf of all authors.










[bookmark: _GoBack]Reviewer #1

1. They have few samples and few sequence data to include Cerastoderma edule and Musculus discors in this paper. They only have a few sequences from one gene for one species male and 2 genes for the other species male, which they used universal primers to obtain. Their argument these species do not have DUI would contribute more to the discussion of the taxonomic distribution of the phenomena in Bivalvia with more thorough data as such they don’t really include these species in their analysis or discussion. The paper would be cleaner if they omitted these species from the paper.

The two “non-DUI species” have been omitted as suggested. Modifications in Tables and text have been done accordingly.


2. Line 111 capitalize August

This has been corrected.


3. Line 149 given cloning with pgem only samples one strand of PCR product and taq error is notorious did they send replicate clones for sequencing?

Ten recombinant clones from different colony were sent for sequencing for each species. This suggestion has been incorporated in the text: “Ten recombinant clones, for each species, were sent to the Genome Quebec Innovation Centre to be sequenced on both strands using the primers pUC20 (5’-GTTTTCCCAGTCACGAC-3’) and pUC2 (5’-GAGCGGATAACAATTTCAC-3’).”


4. If the 2 species with little evidence of DUI were removed from Table 2 there would be room to include table S1 or S2 in the main paper.

As suggested, Table S1 and Table S2 have been merged, since they indicated respectively nucleotide and amino acid p-values, and added to the main paper (Table 3).


5. Line 294 more robust phylogenies have shown monophyly of the Protobranchs please see:
-Andrade, et al. 2014. A phylogenetic backbone for Bivalvia: An RNA seq approach. Proc Roy Soc B 282.20142332
- Sharma et al. 2013 Into the deep: A phylogenetic approach to the bivalve subclass Protobranchia. Molecular Phylogenetics and Evolution.
Phylogenies based on single mitochondrial genes for the Bivalvia tend to be problematic.

We agree that phylogenies based on single mitochondrial genes for the Bivalvia tend to be problematic. We modified this section of the discussion and added some new references in the reference list: “However, of the three protobranch orders, only the Nuculanoida, has been reported to exhibit DUI (Boyle & Etter, 2013), and the phylogenetic status of this order is still being questioned. Indeed, recent phylogenetic studies suggest that the Nuculanoida is not a member of the basal protobranch group, which includes Nuculoida and Solemyoida, but instead is associated with the Pteriomorpha (Wilson, Rouse & Giribet, 2010 [based on 3 nuclear and 2 mitochondrial genes]; Plazzi et al., 2011 [based on 4 mitochondrial genes]; Breton et al., unpublished [based on complete mitochondrial genomes and 3 nuclear genes combined with an extensive morphological dataset]), whereas other recent studies based on four nuclear genes (Sharma et al., 2012) and phylogenomic data (Smith et al., 2011; González et al., 2015) supported the monophyly of Nuculanoida + Opponobranchia (Nuculoida and Solemyoida; Giribet, 2008). The presence of DUI in protobranchs thus remains an open question until the publication of a well-supported and robust phylogeny of bivalves showing the monophyly of the traditional clade Protobranchia (i.e., Solemyoida + Nuculoida + Nuculanoida) and/or until the discovery of DUI in nuculoid or solemyoid bivalves.
 

Reviewer #2

1.   Line 62: insert comma after "et al." in both citations

This has been corrected.


2.   Line 80: insert "freshwater" before "bivalve order Unionioida"

This has been modified.


3.   Line 80: Typo in Margaritiferidae

This has been corrected.


4.   Line 111: Capitalize "August" 

This has been corrected.


5.   Lines 214-15: Suggest reporting on a p-value of zero differently here

This has been modified: “Specifically, for Y. hyperborea cox1 sequences, intragroup p-distances are low, i.e. 0.0014 for female sequences and zero for male sequences (i.e., male sequences are identical), with standard error of ±0.0008 for female sequences, whereas the between group p-distance is considerably higher with a value of 0.0596 ±0.0079 (amino acid p-distance is 0.0454 ±0.0124).”
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