“The longue durée of genetic ancestry: multiple genetic marker systems and Celtic origins on the Atlantic façade of Europe”.
The accompanying files are provided as supplementary information to the above article:

Ireland_mtDNA.xls

HVS-I mtDNA haplotypes found in 300 Irish individuals, including 200 from the present study and 100 from the previous work of Richards et al (1996).To allow for maximum comparability between studies HVS-I sequences are from positions 16030 – 16394. 
Also given are the frequencies of mtDNA haplogroups in Ireland as whole and in Eastern and Western regions of the island considered separately.

mtDNA_populations.xls

Detailed information on the mtDNA HVS-I sequences collection for this study, including population divisions, sample sizes and references, as well as geographic coordinates used for each population in spatial analysis. 
Sequence_check.xls
Summary the results of the sequence quality checks referred to in the article.

Europe_mtDNA.arp (Zipped)
An ARLEQUIN input file containing most of the sequences used in the study. As described in the article, these have been truncated to between positions 16090 and 16365 to allow maximum comparability between all populations. In addition, tranversions/indels in the poly C tract (around 16182-16194) have been excluded due to the possibility of sequencing artefacts in this region. All insertions were also ignored because of apparent wide differences in their reporting. (NOTE: 146 Jordanian sequences are awaiting detailed publication elsewhere and were kindly provided for use in this study by Vicente M. Cabrera, University of La Laguna solely as a comparative population and therefore are not included in this file.
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