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Diversity and evolution of gene expression in reptilian mitochondria
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We conducted RNA-Seq experiments using animal species representing Reptilia. We fo
und some variations in the distribution of polyA-addition sites to mRNAs and some of them are consistent w
ith variations of gene arrangements of mtDNAs. Accuracy of polyA addition was lowered to some extent for
articular mRNAs in a species though reasons for this are currently unknown. Relative ratio of each mRNA al
undance in a species is changed in a way that is consistent with an idea that polycistronic mRNAs are crea
ted from one control region to another. The gene expression system in mitochondria has variations and is e
volving in Reptilia.
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