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BACKGROUND

The Research Centre for Olive, Fruit and Citrus Crop in Rome hosts the National Fruit Germplasm Centre (NFGC), which preserves the largest Italian fruit germplasm
collection, comprising over 5,000 accessions from 40 fruit species and their wild relatives. The Pistacia genus (Anacardiaceae family) includes at least eleven dioecious
species (Zohary, 1952). Among them, only P. vera L. has commercial importance for its edible nuts, while others are mainly used as rootstocks (P. integerrima, P.
mutica, P. terebinthus, and P. atlantica) or as pollinators (P. terebinthus). The NFGC Pistacia collection consists of 120 accessions: 24 P. vera, 13 P. integerrima and four
P. terebinthus. This study aims to assess genetic diversity within the collection and to clarify synonymies and homonymies. A set of 27 polymorphic EST-SSR markers,
transferable across Pistacia species, was used to characterize P. vera and related taxa, including P. integerrima, P. terebinthus and interspecific hybrids.

Figure 2. Population genetic structure of Pistacia accessions at K = 3. Each bar represents one individual and colors indicate cluster membership.

MATERIALS AND METHODS
Genomic DNA of 140 accessions was extracted from young apical shoots using the
GENEzol DNA Reagent Plant (Geneaid) with a modified protocol. DNA quality and
integrity were assessed by gel electrophoresis and spectrophotometer.
Ninety nine EST-SSR loci from the EPV series were amplified using PCR conditions
as described in Vendramin et al. (2010). PCR products ranging from 100 nt to 350
nt were visualized using capillary electrophoresis (CEQ 8800, Beckman). Larger
fragments (up to 900 bp) were assessed on high-resolution MetaPhor agarose gel
(Lonza).
After filtering for samples with missing data > 20%, the phylogenetic tree was
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anaadts composed mainly of American cultivars (‘Golden Hills’, ‘Lost Hills’, ‘Randy’) with some Italian traditional genotypes
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EE SUMMARY AND PROSPECTS
e The molecular genetic characterization of 140 Pistacia accessions allowed to estimate the genetic diversity and to build a
e B fingerprint database of the NGFC CREA collection. The genetic characterization clearly identified different species
a0 528 belonging to Pistacia genus and underlined ambiguous situations that require further study to preserve the higher level
of genetic diversity and to rationalize the collection.

Figure 1. Phylogenetic tree of the 140 Pistacia accessions
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