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Proposal Title

Genome-enabled metabolic reconstruction of Ca. Liberibacter asiaticus and its use in culturing and

controlling the pathogen.

Today’s Date ~ Sponsoring Organization (drop-down) Category (drop down)

’4/2/13 Citrus Research and Development Foundation Culture, Molecular Biology, Koch's Postulates

REPORT UPDATE (500 words-It is not necessary in this public report to disclose your institution's proprietary information or intellectual property.)

We were able to close the L. crescens BT-1 genome without the use of pcr. The final genome is 1,504,659 bp long.
Genome alignments between BT-1 and Liberibacter asiaticus and Liberibacter solanacearum showed low overall
macrosynteny. There was a high degree of gene-sequence conservation but gene order was very divergent. Further
genome comparisons of the Liberibacter species have yielded primarily regulatory differences. Attempts to compensate for
biosynthetic inadequecies in L. asiaticus through media additives have been unsuccessful. It does not seem that any

single metabolic deficiency is responsible for unculturability in L. asiaticus.

Two prophage regions were identified in L. crescens. These regions appear to be unrelated to those in L. asiaticus and L.
solanacearum.
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