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Objectives

By using results on the variability of SSRs, we surveyed the genetic relationships
among 96 of Chinese, Japanese, Korean andthe US cultivars, and also observed genetic
similarity with other geographical regions.

Materialsandmethods

96 peach and nectarine cultivars were used in this study and largely dividing into
Chinese cultivars and foreign cultivars. The materials cover 23 local, 7 improved
common, 9 flat, 8 dwarf (P. persica var. densa) and 5 ornamental (P. persica var.
duplex) cultivars from China, and 20 Japanese, 20 American and 3 South Korean
cultivars. The genetic distance between cultivars was estimated with Nei’'s parameter
(Nei, 1972) implemented by the SimQual procedure of NTSYSpc V. 2.1 program (Rohlf,
1994). Dendrogram was constructed from data matrix by clustering the unweighted pair
group method average (UPGMA) with the SAHN-clustering. The values of PIC were
calculated (polymorphic information content) for each marker by using the formula below
to identify polymorphism of markers.

Results

33 SSRs detected polymorphisms among 96 peach and nectarine cultivars and
revealed total 283 alleles with an average of 86 alleles per locus. The polymorphism
information content (PIC) value ranged from 0.40 (BPPCT041) to 0.98 (BPPCT009) with
an average of 0.80. Most peaches and nectarines were classified according to their
geographical origins except some Chinese cultivars. The 96 peach and nectarine cultivars

were classified into 6 groups.
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