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Summary: As each new set of sharpshooter cDNA libraries are completed, each will be posted to GenBank for public access. The GWSS data set started with over 8,000 sequences along with an additional 5,900 from the BGSS, together these
aligned to produced 4,450 quality sequences, with approximately 350 significant homologs and 2,089 unique sequences (did not match any currently known sequence in GenBank). GWSS nymphal cDNA libraries are currently being constructed to
identify genes being expressed during development. Scientific Impact: The USDA, ARS, U.S. Horticultural Research Laboratory effort has developed national collaborations to establish a database of expression libraries from important vector
insects of plant diseases, primarily the Hemipterans (Leafhoppers, Aphids, Whiteflies, Psyllids, Mealybugs). The ability to identify and studying insect genes at the molecular level will yield many significant advances, including discoveries about
leafhopper biology, development, endosymbionts, pathology, and on pathogen interactions.



