Restriction Fragment Length Polymorphisms between tomato lines sensitive or tolerant to bacterial wilt

Olivier, J., Thoquet, P., Sperisen, C., Rogowsky, P., Stephens, S., Bonnema, G., Lewis, C.,
Nazer, R. Tanksley, S., Gebhardt, C., and Grimsley, N.

Laboratoire de Biologie Moleculaire des Relations Plantes-Microorganismes, B.P. 27 Auzeviile, 31326
Castanet-Tolosan, France.

Using the detailed genetic map that is based on an interspecific Lycopersicon cross as a
reference (Gebhardt et al., 1991, Tanksley et al., 1992), we have carried out a survey of enzyme-probe
combinations on DNAs isolated from 3 lines using a set of probes that are dispersed throughout the
genome. The results of this survey are shown in Table 1.

This study was conducted as a preliminary step in mapping the loci important for tolerance to
bacterial wilt caused by Pseudomonas solanacearum. One tolerant, Hawaii7996, and two sensitive
lines, Floradel and WVa700, were used. Although WVa700 has small fruits and may be classified as L.
pimpinellifolium, our data indicate that it does not differ from the two varieties of L. esculentum tested
in terms of the level of polymorphism found.

Polymorphisms giving weak signals on autoradiographs or with little difference in band mobility
in our gel system (0.7% agarose for enzymes 1-7 and 1.0% agarose for enzymes 8-14) are not shown.
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