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Fruit ripening represents a model for developmental regulation
unique to plants, Identification of the genes whose expression patterns
are correlated with fruit ripening represents an important avenue for
elucidating the genetic regulation of this developmental process unique
to plants. Although a number of ripening related genes have been cloned
on the basis of differential expression in ripening versus unripe
fruit, none have been isolated using a PCR based strategy targerting
both rare and tightlyregulated messenger RNAs. We have applied the
PCR-based differential display technique to simultaneously compare
messenger RNAs representing different stages of fruit maturity. DNA
free total RNA was utilized as template for synthesis of first strand
complementary DNA usiqf each of 12 possible 5°-T11XY-3 " anchor primers
where X=A, C, or G and Y=A, C, G, or T. PCR products of complementary
DNA generated by the combination of a upstream random primer and a
downstream anchor primer were displayed on 6% polyacrylamide-urea gels,
Several amplification products specific to ripe fruit cDNA were
isolated directlyfrom display gels and cloned to test for
ripening-related gene expression as hybridization probes in RNA
gel-blot analyses, We are screening more primers to develop a
largecollection of additional ripening-related genes, and attempting to
develop this tool to screen for and iscolate rare ripening-specfic mRNAs
which may have been missed in previous differential screens
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