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Genetic diversity of the mtDNA in five Italian horse populations

Bocci C.1, Dobosz M.2, Martinez-Labarga C.3, Russo A. 1, Bonuglia M. 1, Grasso C. *and De luliis P. 1

1 UNIRELAB s.r.l., Laboratorio di Genetica Forense Veterinaria, Via Campobello 7/c, Pomezia (RM) Italy

2Universita degli studi di Perugia ,Dipartimento di Medicina Clinica e Sperimentale — Medicina legale — Perugia, Italy

UNIRELAB: .. |

3Centro di Antropologia molecolare per lo studio del DNA antico. Dipartimento di Biologia. Universita di Roma “Tor Vergata”, via della Ricerca Scientifica,1 Rome, Italy.

Via Campobello 7/c,
00040 - Pomezia (RM)
Italy
Tel. +39(0)69124189
Fax. +39(0)691623112
c.bocci@unirelab.it

A\

Genetic variability of a 510bp fragment in the D-loop region of the mitochondrial DNA in five horse
breeds bred in Italy was analysed. Two breeds are autochthonous: Maremmano (N=42) and
Murgese (N=23). Other Italian populations were also included: Arabian (N=37), Thoroughbred
(N=44) and Sicilian Oriental Purebred (N=7). Murgese samples were selected at random, while
selection for other breeds has been performed using pedigree information in order to maximise

Materials and Methods

The horse’s blood was spotted into FTA filter paper (Whatman Bioscience, Cambridge, United Kingdom). For each
sample, one FTA disk of 2.4 mm in diameter was punched and it was washed twice with FTA purification reagent
(Whatman) for 5 min and then washed twice again with TE buffer (10 mM Tris-HCI, 0.1 mM EDTA, pH 8.0) for 5 min
and air dried overnight. The washed paper was then used directly as the DNA template in PCR amplification.
Hypervariable region of the mtDNA D-loop was amplified from total genomic DNA through primers previously
described (Xu et Arnason 1994:forward 5'-CGCACATTACCCTGGTCTTG-3', reverse 5'-
GAACCAGATGCCAGGTATAG-3') and were synthesized by Invitrogen . PCR reactions were performed in a volume of
50 pl Platinum® Super Mix High Fidelity (Invitrogen). After a hot start of 2 min at 94 °C, 35 cycles were performed,
each consisting of a denaturation step (30 s) at 94 °C, an annealing step (30 s) at 55 °C and an extension (60 s) at 72
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