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Tab. 1. “Classifcation scheme for series Stellata of Hawkes (1990) with modifications after Rodriguez and Spooner
(1997), Lara-Cabrera and Spooner (2004), and Spooner et al. (2004)

SResistance data from personal experience, published accounts [Austn et al. 1993; Helgeson et al. 1998; Micheletio
" o etal. 2000; Naess et al. 2000; Song et al. 2003; Vossen et a. 2003; Vossen et al. 2005, and USDA Potato Genebank
S. bulbocastanum Stellata” flower website. Highlighted species are those used for DATT array costruction.

significant genes.

Materials & Methods

The utility of DArT was demonstrated via phylogenetic analysis of 1EBN potato species using an array of about 7500 markers (Fig. 2). An expanded
version of this array now includes 16500 markers, 9500 of which are derived from Stellata species. The array has been especially enriched for
markers derived from S. bulbocastanum and S. commersonii. To support mapping efforts, evaluation of late blight resistance has been conducted
for different accession of S. commersonii, S. chacoense, S. polyadenium and S. pinnetisectum (Tab. 4).
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Results

Validation of a first generation DAIT array was carried out via phylogenetic  Late blight resistance screening (Table 4) demonstrated that
analysis of seven Stellata species (fig. 2). Cluster analysis of DArT data  resistance to P. infestans US8 can be found in several

identified seven species-specific clusters, as expected. genotypes.
Fig. 2. Phylogenetic o Tab. 4. Results of foliar resistance to Phytophthora infestans US8.
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CMM: S. commersonii; CHC: S. chacoense; PLD: S. polyadenium; PNT: S. pinnatisectum.
) ) ) . Disease index ranging from 1 to 9. Resistant < 4; Susceptible > 5.
Comparison with previously reported phylogenies based on other molecular

marker systems (Spooner et al., 2004) revealed general concordance.
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Preliminary results obtained by a first hybridization of F, S. commersonii, S.
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