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PROJECT CATEGORY (check one)

@ Plant Improvement O Pathology O Entomology O Management/Physiology O Other

TITLE and CONTACT INFORMATION

Project Title  The International Citrus Genome Consortium (ICGC) sequencing project; Part 1, Sequencing

Principal Investigator Fred G. Gmitter Jr. Today’s Date 10/02/08

Email fgg@crec.ifas.ufl.edu FDACS Contract Number 013646

Phone 863.956.1151 x1301 Project Duration (years) 3 Year of Project 1
Organization University of Florida, CREC Total Direct Funds (current year) $250,000.00

REPORT UPDATE (650 words)

The intention of this project was first to initiate the ICGC haploid genome sequencing project using Sanger sequencing, by a
first investment intended to demonstrate good faith commitment on behalf of the Florida citrus industry. That goal was
achieved, as evidenced by current funding in place for 4x coverage by our French collaborators and in concert with
Genoscope, 1x coverage by our Chinese colleagues through the Beijing Genome Institute (BGI), 1-2x coverage through
EMBRAPA funding of colleagues in Brazil, and a current proposal pending with NAS/FCPRAC for 2x coverage from the US,
together with the USDOE Joint Genome Institute (JGI). Because the timing to use the allocation first made by FCPRAC
through this grant did not allow for our investment in Sanger sequencing through JGI (they require the project to be
conducted at one time, not in pieces), | requested and was granted a revision to the objectives, to begin a sweet orange
genome "re-sequencing project”, using next-gen sequencing (454 of Roche Diagnostics). That project is underway, and is a
collaboration between my lab, Dr. W Farmerie (UF-ICBR), Dr. D. Rokhsar (JGI), and Dr. T. Harkins (Roche Diagnostics/454).
As of 9/17/08, nearly 2x whole genome shotgun sequence coverage had been generated, and this sequencing work is
continuing. Paired end libraries (5 and 20 kb inserts) have been produced and are ready for sequencing. Sequence data
from UF-ICBR and JGI are being shared with JGI for assembly along with the 1.2x sanger sequencing coverage they
generated in 2006.



	Radio Button1: Yes
	Radio Button2: Yes
	Title: The International Citrus Genome Consortium (ICGC) sequencing project; Part 1, Sequencing 
	Investigator: Fred G. Gmitter Jr.
	Email: fgg@crec.ifas.ufl.edu
	Phone: 863.956.1151  x1301
	Organization: University of Florida, CREC
	Date: 10/2/2008
	Contract: 013646
	Duration: 3
	Year: 1
	Funds: 250000
	Report: The intention of this project was first to initiate the ICGC haploid genome sequencing project using Sanger sequencing, by a first investment intended to demonstrate good faith commitment on behalf of the Florida citrus industry.  That goal was achieved, as evidenced by current funding in place for 4x coverage by our French collaborators and in concert with Genoscope, 1x coverage by our Chinese colleagues through the Beijing Genome Institute (BGI), 1-2x coverage through EMBRAPA funding of colleagues in Brazil, and a current proposal pending with NAS/FCPRAC for 2x coverage from the US, together with the USDOE Joint Genome Institute (JGI).  Because the timing to use the allocation first made by FCPRAC through this grant did not allow for our investment in Sanger sequencing through JGI (they require the project to be conducted at one time, not in pieces), I requested and was granted a revision to the objectives, to begin a sweet orange genome "re-sequencing project", using next-gen sequencing (454 of Roche Diagnostics).  That project is underway, and is a collaboration between my lab, Dr. W Farmerie (UF-ICBR), Dr. D. Rokhsar (JGI), and Dr. T. Harkins (Roche Diagnostics/454).  As of 9/17/08, nearly 2x whole genome shotgun sequence coverage had been generated, and this sequencing work is continuing. Paired end libraries (5 and 20 kb inserts) have been produced and are ready for sequencing.  Sequence data from UF-ICBR and JGI are being shared with JGI for assembly along with the 1.2x sanger sequencing coverage they generated in 2006. 


