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1. Introduction

Minutes from the last meeting (Jan 13, 2008) were discussed and action points updated. Many points are addressed in sections below.
GK confirmed that funding for the OREGIN project within the UK (www.oregin.info) had been secured for the next five years, and that together with ongoing BBSRC funding this would ensure continuity in collating, curating and making community information available via the www.brassica.info website, including data registries etc..

2. Update on genetic resources

Guusje Bonnema has started to produce DH lines for a B. rapa DFFS (Diversity Fixed Foundation Set). This will be an ongoing activity for some time, and includes collaboration and materials from Europe, China, Russia and Canada, with discussions continuing with Yong Pyo Lim (Korea) and Anne-Marie Chevre (France) on which lines to include.  This resource will complement ongoing DFFS production for B. oleracea, C genome spp, and B. napus in UK and elsewhere 

Régine Delourme  indicated that a new French B. oleracea and B. napus diversity set would be made available, and that the accessions/lines constituting these set would be made available on the website.

Actions: 

It was agreed that it would be useful to place an updated list of diversity sets under development at (http://www.brassica.info/resource/plants/diversity_sets.php), together with an indication of status in terms of 'fixation'/homozygosity of each line.

Graham King agreed with UK colleagues that a standard operating procedure for generating and archiving DFFS could be made available on the same web-page.
3. Tilling populations 

Preliminary information on populations now available. Lars Ostergaard will be updating this information as he receives it from relevant groups.

http://www.brassica.info/research/activities/tilling.php.  

The B. rapa R-O-18 EMS population generated at JIC had been reported to carry a very heavy mutant load.  Lars willing to discuss projects for TILLING within this on a collaborative basis initially.
A paper describing use of the B. napus EMS population from the Meng lab in HAU, Wuhan has now been published in New Phytologist
(http://www.ncbi.nlm.nih.gov/pubmed/18811617?dopt=Abstract)

At INRA (France) the B. napus Tanto population is available - contact Nathalie Nesi.
Yong Pyo Lim reported that he was generating a B. rapa Chiifu EMS population with 3000 completed to date. The Chinese cabbage lines require bud pollination.
A B.oleracea (cabbage) EMS population is being developed at CAAS in China

4. Genomic resources

It was reported that a B.nigra BAC library was/had been generated in Canada - details?
Soo-Jin Kwon reported that 2 new Chiifu BAC libraries had been constructed, with BAC end sequencing being carried out to supplement existing libraries.
- EcoR1 and new constructed Sau3AI

      EcoRI : 23,040 clones, avg. size 135Kb, 23,040 BES will be provided
     Sau3AI : 46,464 clones, avg. size 130Kb, 11,520 BES will be provided

Yong Pyo Lim reported that new 'sheared' Chiifu BAC libraries had been generated in Korea by Lucigen, but appeared to contain ~20% null inserts
A B. juncea BAC library has been generated and is available from Akshay Pradan at University of Delhi (pradhanakshay@hotmail.com)
5. Nomenclature

A paper describing agreed standard Brassica Gene Nomenclature has now been published online. GK thanked those members of the MBGP and community who had assisted in arriving at this consensus. 

http://www.brassica.info/info/reference/gene-nomenclature.php
A formal online Gene Registry was now being compiled and the procedures for this would be in place by the next MBGP SC meeting.
Graham King indicated that progress had been made in collating information and preparing a draft manuscript to describe definitive linkage group nomenclature and evidence-trail for assignment of diploid to amphi-diploid groups, but was currently awaiting datasets from Derek Lydiate's lab.
6. Microarray development 
The Agilent Brassica array is now available from Cogenics. Cogenics have agreed to authorize access for everyone but their direct commercial competitors who provide microarray services. A document needs to be signed for use. The unigenes associated with the probes are the unigenes are already publicly available via the Brassica Genome Gateway (http://brassica.bbsrc.ac.uk/), where they have been annotated for the probe sequences, and are included in the B. rapa BAC annotations.. It was not clear whether the probe sets were available yet.
see: http://www.brassica.info/resource/trancriptomics.php for updates.
Combimatrix array is now available (NRC, Andy Sharpe)  - design is available 
7. B. rapa Genome Sequencing Project: update
Agreed Actions from January 2008 meeting which had not yet been addressed:
· Tim Sawbridge (Austrialia) to distribute names and locations of 12 non-A7 BACs
· Tim Sawbridge to update BAC registry at Brassica.info with sequencing progress.
· All: Genetic anchoring of seed BACs - scoring data to be provided to Graham where possible. (this is severely compromising ability to assign scaffolds accurately)
Anchoring sequence on genetic maps:

At this meeting it was also emphasised that the primer sequences for the SSRs used for anchoring the B.rapa seed BACs should be available on the web site as a matter of priority since these would be most valuable to the research community
Yong Pyo Lim reported that a paper describing the mapping of additional 200 markers (BAC SSR tagged) had now been accepted by Genomics (CKDH map).  

A further paper by the group at NIAB Korea (JMF3 map?) is in preparation. 

2nd paper by NIAB in prep

YPL anchoring further 200 using RI lines will release by end 2008

Each marker anchored by allele size in BAC confirmed by YPL.


Sequence release policy:

It was also noted that there had been no progress in releasing BAC sequence data from the Australia or Korea projects, contrary to the original agreed BrGSP protocol (eg as soon as Phase 2 achieved, using a data format to be agreed). 

All BAC sequences from UK-China project are being deposited in Genbank as become available. The BAC sequencing registry is being updated ~2 monthly at present, and will increase to monthly once new post-doc in post at Rothamsted.

Korea project due to terminate at end of 2008, with both chromosomes 85-90% complete.

Yong Pyo Lim stated that Korea data should be available by new year. Unfortunately the Korea group (NIAB) are still unable to make a final decision, which is dependent upon government policy. 

Chromosome assignment for sequencing:

The current status is as follows:
A1 UK

A2 Canada

A3 Korea

A4 UK (partial)

A5 Japan (initially 150 BACs from core funding)

A6 India (funding awaiting review)

A7 Australia

A8 UK

A9 Korea

A10 Canada

Australia: only one BAC available so far from A7. 
UK regular update as BACS are completed to GenBank more than 120 submitted. 

Action:  An update on progress to be sent to ?Yong Pyo Lim and Beom Seok Park (Korea) for their funding review ?
Chris Town has provided an updated annotation pipeline to JIC (UK) which now includes mapping of existing EST to the annotation.

An update on progress in Canada will be made in Jan 2009 meeting. Some funding is already in place

8.
Other sequencing activities
B.napus BAC ends being sequenced by UK-China project - with first tranche to be submitted to GenBank. Already available for Blast analysis at http://brassica.bbsrc.ac.uk/. 
In USA, the NSF project (Pires/Town) B.oleracea 150,000 BAC ends completed. 100 B. oleracea BACS to be sequenced - 10 to date, with 10 more in pipeline.

Xiawou Wang (CAAS, Beijing) gave a presentation on the successful completion of a Cucumber genome (300Mbp) sequencing project at his institute - this took 6 months,   cost $400,000 per 100mb, and employed Solexa sequencing of different fragment lengths plus BAC ends 
Estimated cost to complete  
B.rapa -  US$2million 
B.oleracea US$2.4M

B.napus based on scaffold from diploid genomes $1M

It was discussed that would be essential for data to be placed immediately in public domain in order to align with goals and remit of the MBGP. 
____________________________________________________________________
Next meeting:
Plant Animal Genome meeting, San Diego, Jan 11th 2009.
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