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L. asiaticus GBrowse genome viewer goes live
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Development of a central genome resources website for Ca. Liberibacter asiaticus
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10/13/10 Citrus Research and Development Foundation Unclassified

REPORT UPDATE (500 words; summarize your accomplishments )

Note that this report corresponds to the second of the two additional quarterly updates mandated in amendment #1 of the
no-cost extension for the first year of grant #123

Website creation and development

To provide a more convenient interface for users to view different aspects of genome characterization for Ca L. asiaticus,
A Gbrowse based genome viewer for L. asiaticus has been put in place and can now be publicly accessed from the
CG-HLB Genome Resources Website GBrowse page (http://www.citrusgreening.org/HLB-GBrowse.html). The genome
viewer is searchable by gene name, locus tag, feature type, or coordinates. Tracks include a coding sequence (CDS)
track hyperlinked to corresponding records at NCBI, COG track hyperlinked to the Clusters of Orthologous Groups
database at NCBI, proteins with predicted signal peptide or lipopeptide cleavage sites, subcellular locations as predicted
using PSORTD, repeat sequences generated using a variety of repeat finders, operons predicted using DOOR, and a
gene track hyperlinked to locus tag searches in Google (connecting to KEGG and other databases). An additional track
has been added that links to locus pages generated by the Grishin lab, complementing the genome structural features
predicted here with in-depth protein motif analyses performed by that group.

The Las GBrowse viewer is currently hosted by the WebGbrowse server, after installation on the Cornell Information
Technology server proved unworkable. Use of other Cornell servers is currently being explored with the goal of
establishing a local installation that can facilitate a wider array of features and higher level of security.

Bioinformatic Analyses

Comparative analyses with related free-living bacteria are being performed to distinguish between conserved core regions
and those exhibiting faster rates of evolution, for the purpose of characterizing regions more closely linked to adaptation to
the insect/phloem niche.

Outreach

The Gbrowse viewer was introduced at the APS meetings this past August and a survey has been added to the Gbrowse
page of the CG-HLB Genome Resources web site asking users to evaluate the GBrowse features and suggest additional
features of interest. All registered users of the site will be contacted by email to inform them of this new feature.
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