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	HEADLINE: New developments for online Liberibacter genome viewer 
	TITLE: Development of a central genome resources website for Ca. Liberibacter asiaticus
	DATE: 01/09/11
	SPONSOR: [Citrus Research and Development Foundation]
	CATEGORY: [Unclassified]
	ABSTRACT: Website Creation and Development

A genome viewer feature has been added to the CG-HLB Genome Resources website for the purpose of providing a convenient interface for accessing Ca. Liberibacter genome features and analysis of predicted proteins (http://www.citrusgreening.org/HLB-GBrowse.html).  The initial version of the viewer, brought online in the previous quarter has now been moved to a faster and more flexible server hosted by the Cornell Center for Advanced Computing.  New features include explanatory pop-up windows to aid novice users and a greater variety of imbedded hyperlinks.  Users can search the genome by gene name, locus tag, feature type, or coordinates.  Previously implemented tracks show predicted functions and cellular locations of the encoded proteins as well as genome structural features such as predicted operons and repeat sequences. More recent additions to the genome viewer include direct hyperlinks to precomputed lists of similar proteins at NCBI.  Links to the metabolic pathways at the BioCyc Database are currently being installed to provide ready access to predicted metabolic roles of Liberibacter proteins.  Addition of new tracks and links is ongoing as more bioinformatic analyses are performed.

Bioinformatic Analyses

Bioinformatic analyses are focused on genome sequence comparison with other bacteria.  Of highest priority is comparison of the Las psy62 sequence to the recently released genome sequence of L. solanacearum CLso-CZ1.   The two sequences are highly similar and we are exploring different approaches for representing both SNPs (single nucleotide polymorphisms) and insertions and deletions that occur between the two sequences.  Our goal is to develop an effective means of visually representing sequence variation that can be scaled up as more Liberibacter sequences become available, providing a tool for rapid design of diagnostic primers that distinguish among strains.  Genome sequence comparisons are also being conducted with related free-living bacteria as well as bacteria occupying analogous biological niches. By distinguishing between conserved core regions and those regions or genes that either exhibit faster rates of evolution or are more similar to genes from bacteria in analogous  niches, genes critical to adaptation to the insect/phloem niche may be identified. 

Outreach

An announcement of the genome viewer has been sent to all 76 registered users of the CG-HLB Genome Resources web site together with a survey soliciting comments on additional features that researchers might find of use.  Information on the CG-HLB Genome Resources web site and associated genome viewer is being presented and additional feedback sought at the upcoming research conference on HLB in Orlando Florida.
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