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Introduction

AAGTs may represent a precious source of genetic variability able to meet the dynamic consumer needs as well as to valorize peculiar
microagriecosystems. Casertana pig AAGT, known ever since antiquity and defined the ‘Italian pig pride’ by Hoesch (early half of 10% century),
is currently, mostly present in Campania region (Italy). A wide safeguard programme promoted by ConSDABI is in progress for this AAGT.

The aim of this research was to contribute to knowledge of genetic variability ‘status’ of this AAGT.

Material and Methods

Microsatellite analysis, up to today, has been carried out on 30 subjects belonging to ‘Casertana’ (CT) AAGT
examining 20 microsatellite loci (table I). The typification involved: (a) DNA isolation from blood samples
(Sambrook et al., 1989); (b) DNA amplification of 20 microsatellite loci; (C) individual genotype assignment by ABI
PRISM 310 automated sequencer (Applied Biosystem); (d) use of GENEPOP (Raymond e Rousset, 1995) and}
GENETIX (Belkhir, 2000) to estimate: (i) allele number per locus; (ii) expected and observed heterozigosity; (iii)F
deviation from Hardy-Weinberg equilibrium. FST (Inbreending or Fixation index of subpopulation relative to thej
total population) was determined by FSTAT (Goudet, 2001) in order to estimate the degree of differences among
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Comparison among CT (n=58), CA (n=19), CS (n= 30) for 10 microsatellite loci
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> TABLE II- Average allele number per locus, observed and expected heterozigosity in CT, CA and CS AAGTs. TABLE I - Microsatellte loci examined, alleles present and their frequency within locus in the typified AAGTSs.
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comparison among the three AAGTs (CT, CA, CS), it emerges the presence of
AAGT-‘exclusive’ alleles useful for discriminating the origin of meat product. i e gt o ofcxmoming ot st O O ke
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