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REPORT UPDATE (650 words)

The objectives of this project, which was funded beginning in 2007, are to characterize citrus types of varying tolerance to
HLB for their response to HLB infection and to compare HLB symptomatic versus asymptomatic tissues of individual trees.
The characterization emphasizes the molecular expression of genes involved in general pathogen defense and systemic
acquired resistance (SAR). We proposed to use a series of microarray experiments to correlate HLB susceptibility with a
molecular response. In the original application, we proposed to use the commercially available Affymetrix Citrus Genome
Array to observe expression profiles in various citrus/HLB combinations. However such experiments have been done by or
are in progress in several other labs. Therefore, with the assistance of the ICBR core microarray facility at UF, with this
year's funding we have constructed an Agilent Technologies Inc-based microarray. Since our last progress report we
completed the assembly and annotation of all the Rutaceae sequences (ESTs and mRNAS) available in public databases
(GenBank) as well as our own sequences from various previous studies (cold acclimation, canker response, salicylic acid
treatment). With this information we designed the new microarray based on Agilent technology. Microarrays have been
manufactured and we have designed a simple experiment (of known results) to test them before their release to the scientific
community. We have treated plants and extracted RNA and we will be submitting our samples to ICBR shortly for their
hybridization to the array and analysis of data.
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