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1. Minutes of previous meeting

The minutes of the January 2008 MBGP meeting at PAG, together with those from the meeting held in Lillehammer in September 2008, had been previously circulated and these were formally approved. There were no matters arising not covered by the scheduled agenda items.

2. Inventory of public domain resources

Graham King (RRes, UK) had emailed a bulletin to the committee summarising the latest updates to the inventory on www.brassica.info.

3. Updates on various resources

· The B. napus diversity sets were progressing, with RRes finalising the MTAs. They would be available on a cost-recovery basis. Chris Pires said that he’d been quoted ~2000 USD (for 200 lines).

· The B. oleracea set was not yet available.

· Clarification was needed on the plans for a B. rapa set.

· The B. rapa TILLING population developed by Lars Ostergaard at JIC was now established. Screening would be available as a service from some time in 2009 (see www.revgen.co.uk for details).

· Isobel said that a B. napus TILLING population was being developed by George Haughn at UBC with Genome Canada funding.

· The status/availability of the new KBr BAC libraries (EcoRI and Sau3A) made by NIAB Korea for gap-filling was unsure at this time, as was that for a planned fosmid library. 

4. Update on genomics funding

· Canada/Europe – An ERA-PG project to carry out eQTL and association mapping in B. napus has been funded, this will generate a public set of SNP markers for B. napus.  A decision on a proposal for development of public access SNP markers was expected in March 2009.
· Australia – Jacqui Batley had been awarded a 5 yr programme grant for a project on Blackleg-host interactions.
5. Upcoming international meetings

The Canadian Plant Genomics meeting would take place August 24-27 2009 in Saskatoon (www.cpgw2009.ca) and the Crucifer Workshop meeting would be held 5-8 September 2010, also in Saskatoon. Isobel said that it was likely a one day genome sequence workshop would be held during the latter meeting. It was also mentioned that the IPMB meeting (resurrected from the old ISPMB) was to be in St Louis, September 2009.

6. Information dissemination

Biogemma had developed an Affymetrix chip based on the 95k JCVI/JIC Unigene set released into the public domain in September 2007. The chip design was proprietary but the company was open to collaborations in using the resource.

The issue was raised of the mapping between gene probes on the various platforms to enable comparability studies to be made. This was an action outstanding from last year. Chris Town volunteered to take this on. The open Agilent and Combimatrix platforms could be reconciled quite easily. 
7. AOB - Chinese Illumina sequencing initiative

It was decided to discuss the item during the MBGP, ahead of the BrGSP meeting to follow.

Professor Xiaowu Wang of Bejing CAAS Institute of Vegetables and Flowers (IVF) in Beijing had been due to present to the committee a joint programme between IVF, CAAS OCRI (Oil Crop Research Institute) and the BGI to produce a Chiifu sequence by WGS assembly using Illumina reads (and the public BES data). Unfortunately Prof Wang could not attend due to visa problems but had sent his presentation for consideration by the committee members.
· The work followed the highly successful 358 Mb assembly of the cucumber genome by BGI using the same methods.

· Preliminary results from the rapa sequencing were obtained from three size libraries (150-200 bp PE 15 Gb 30X; 400-500 bp PE 7.8 Gb 15X; 2 kb PE 3.6 Gb 7X).

· At this combined 50X coverage, the N50 of fully resolved contigs was 4.3 kb (longest 45 kb) the global N50 (allowing gaps) was 30.7 kb (longest 294 kb).

· Using a reconstruction of 17-mer depths at varying coverages of Erwinia (of known genome size) the rapa genome at 50X was estimated to be somewhat smaller than other measures at ~ 500 Mb.

· Collaboration/contributions were invited, particularly in re-sequencing and transcriptome sequencing.

· Notice was given of upcoming sequencing projects – B. oleracea to be started by IVF/OCRI/BGI early 2009 and later B. napus (resequencing based on the A and C reference genomes) by OCRI/BGI.

There was considerable concern and discussion on the impact this B. rapa project will have on the multinational clone-by-clone sequencing project. Crucial questions were the quality of the assemblies and the true degree of collaboration/integration that could be achieved with the BAC by BAC approach. It was decided that a meeting should be sought with the Chinese principals at the very earliest opportunity. Ian Bancroft offered to drive this forward.

There were no additional items to discuss. This meeting adjourned briefly after which it resumed with a meeting of the BrGSP committee.

