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Figure S1. Secondary structures of trnP and trnA duplications in the M mtDNA of L. balthica.
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Sophie Breton
Figure S1. Secondary structures of trnP and trnA duplications in the M mtDNA of L. balthica. 


Figure S2. Sequence and secondary structure of predicted ORFs found in all unassigned regions longer than 150nt per sex per mitochondrial genome. Only ORFs with at least one predicted TMH were retained.
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Figure S2. Sequence and secondary structure of predicted ORFs found in all unassigned regions longer than 150nt per sex per mitochondrial genome. Only ORFs with at least one predicted TMH were retained.


Figure S3. Scrobicularia plana F and M COX2 proteins alignment. Identical amino acids are indicated by an *.
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Figure S3. Scrobicularia plana F and M COX2 proteins alignment. Identical amino acids are indicated by an *.
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Figure S4. Limecola balthica F and M COX2 proteins alignment. Identical amino acids are indicated by an *.
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Figure S4. Limecola balthica F and M COX2 proteins alignment. Identical amino acids are indicated by an *.
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