Preliminary mitochondrial DNA analysis of a 10 century medieval
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Introduction Methodology
Capidava is an archaeological site located in the South-Eastern part of Romania The whole process of obtaining ancient genetic information was carried out
(Dobrudja), near the Danube River a location, theoretically on the route of migratory following strict guidelines in laboratories designated for working solely with
populations, especially in medieval times. Recently, human remains belonging to 9 individuals ancient DNA in order to avoid contamination risk with exogenous DNA
were recovered from the graves outside the walls of Capidava fortress. (Willerslev and Cooper, 2005).
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Fig. 3. Sigilary bronze ring with

pentagram (Pinter et al., 2011) Segm B - 126 bp

Based on the inventory and funerary rites, the archaeologists
dated them to the 10"-11*" century AD. Due to the fact that during
this period Dobrudja was alternatively dominated by several
populations it is difficult to determine based only on the
archaeological record whether the skeletons excavated from
Capidava belong to a local population or to migratory population o ST
groups, and specifically to which ones (Pinter et al., 2011). Fig. 4. Human remains from

individual M1 (Pinter et al., 2011)
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Fig. 6. Design of the amplification strategy (Gabriel et al., 2001)
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Fig. 5. Structure of mitochondrial genome
(http://www.nfstc.org/pdi/Subject09/pdi_s09 _m02_01_a.htm)

Results and discussion
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* Clones have miscoding lesions due to DNA 16111 C — T 16267 C — T
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Fig. 8. Sequences alignment for M3
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