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REPORT UPDATE (500 words; summarize your accomplishments )

The overall goal of this project is to characterize the virulence mechanisms of Candidatus Liberibacter asiaticus, the citrus
Huanglongbing (HLB) pathogen, thus to come up with new management strategies by genome sequencing and functional
genomics approaches. The original goal of the proposed research is to further complete the genome sequencing of
Candidatus Liberibacter asiaticus, for which a draft sequence is available. The goal was modified to meet the current
progress in genome sequencing of Ca. L. asiaticus with the advice and permission from program manager of FCPRAC.
The tile has been changed to the following to better suit the goal: Understand the virulence mechanism of Ca. L. asiaticus
by genome sequencing and functional genomics approaches.

In addition to previous report, the following progress has been made recently.

To understand how Ca. L. asiaticus make a living including nutrients acquisition and overcoming of plant defense in citrus,
we first analyzed its metabolic capability and nutrient requirement by conducting curated metabolic reconstruction. Our
data indicated that Ca. L. asiaticus could rely only on aerobic respiration rather than on anaerobic respiration. Ca. L.
asiaticus could not synthesize 12 amino acids and needs external folate, quinines, biotin, thiamine, pantothenate, and
pyridoxine for its growth.

By analyzing the metabolic pathway, we also identified 5 genes that were missed in current genome sequence. The work
is in progress.

The transcriptome study is in progress.
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