Minutes of the joint meting of the steering Committee of the Multinational Brassica Genome Project and the Management Committee for the Brassica rapa Genome sequencing project.

Sunday 16th Jan 2005 PAGXIII San Diego

Notes prepared by Guy Barker, 10th February 2005

The following attended the Meeting; 

	Ian Bancroft 

(Chaired for Graham King, who sent his apologies)
	ian.bancroft@bbsrc.ac.uk;
	UK

	Dave Edwards

	Dave.Edwards@dpi.vic.gov.au
	Australia

	Jacqui Batley
	Jacqueline.Batley@dpi.vic.gov.au
	Australia

	Gijs van Rooijen 
	vanrooijen@genomeprairie.ca
	Canada

	Bin Liu
	liub@genomics.org.cn
	China

	Boulos Chalhoub
	chalhoub@evry.inra.fr
	France

	Bernd Weisshaar
	Bernd.weisshar@ uni-bielefeld.de
	Germany

	Beom-Seok Park
	pbeom@rda.go.kr
	Korea

	Myung Ho Lim
	mlim312@rda.go.kr
	Korea

	Yong Pyo Lim
	yplim@cnu.ac.kr
	Korea

	Guy Barker
	guy barker@warwick.ac.uk
	UK

	Andy Paterson
	paterson@dogwood.botany.uga.edu
	USA

	Chris Town

	cdtown@tigr.org
	USA

	Tom Osborn
	tcosborn@wisc.edu ( tom.osborn@seminis.com
	USA


Additional national delegates (not attending this meeting).  National Representatives to be nominated during 2005.

	Steve Barnes
	steve.barnes@ses-europe.be
	Belgium

	Andy Sharpe
	sharpea@agr.gc.ca
	Canada

	Derek Lydiate
	lydiated@agr.gc.ca
	Canada

	Greg Brown
	browng@dnalandmarks.ca
	Canada

	Isobel Parkin
	parkini@agr.gc.ca
	Canada

	Pierre Fobert
	Pierre.fobert@nrc-cnrc.gc.ca
	Canada

	Jinling Meng
	jmeng@mail.hzau.edu.cn
	China

	Xiaowu Wang
	wangxw@mail.caas.net.cn
	China

	Michel Renard
	renard@rennes.inra.fr
	France

	Wolfgang Friedt
	Wolfgang.Friedt@agrar.uni-giessen.de
	Germany

	Surinder Banga
	surin11@rediffmail.com
	India

	Masashi Hirai
	mhirai@kab.seika.kyoto.jp
	Japan

	Jocelyn Eason
	easonj@crop.cri.nz
	New Zealand

	Magnor Hansen
	magnor.hansen@nlh.no
	Norway

	Jan Sadowski
	jsad@amu.edu.pl
	Poland

	Ulf Lagercrantz
	ulf.lagercrantz@vbiol.slu.se
	Sweden

	Guusje Bonnema
	Guusje.Bonnema@wur.nl
	The Netherlands

	Graham King

Chair MGBP Steering Committee 2005-
	graham king@bbsrc.ac.uk
	UK

	Carlos Quiros
	cfquiros@ucdavis.edu
	USA


1) Minutes

YPL thanked everyone for attending the Brassica 2004 meeting in Korea. Abstract books were provided to those who had been unable to attend. IB asked if the Cruciferae newsletter could be on the Brassica info website. (GK is awaiting this to be sent from INRA.)

The minutes of the last meeting and the proposed priorities of the committees were discussed. There was discussion regarding the responsibilities of the Multinational Genome committees. AP was of the opinion that some people might resent the idea of policy being imposed, excluding other work. He suggested that the wording be changed to define priorities.

(Action IB to discuss with GK to find appropriate wording). Once agreed, it should be added to website.

2) National representation
The list of National representatives that GK currently has was circulated and any additions or amendments were requested to be sent to GK. (DE) There may be different representatives for the steering committee for the multinational Brassica genome project, or the management committee for the Brassica rapa genome sequencing project. Can we please specify where  there is a distinction. (Complete lists will be posted at www.brassica.info once GK has the information)

3) White Paper
IB on behalf of GK asked for any contributions or comments to the MBGP White Paper. GK would like to get a finalised version circulated soon as writing grants for funding.
http://www.brassica.info/white_paper/wp_draft.htm
4) Microarrays and Genechips

IB sought information from the scientists, who were currently working with Brassica Arrays.

DE informed the meeting about his progress with cDNA and Xeotron oligo arrays. These are of based on 8000 genes. These arrays are based on his in-house data and reflect all genomes in B. napus. Design based on selection of 5 x 40 mers per gene and best picked. He is also assessing Combimatrix oligo array platform Xeotron are approx $400 for 8k features, Combimatrix - around $800 for 12k features. He requested access to any EST information that is available. This could be on a restricted MTA only, to be used for oligo design.

Also, anyone interested in carrying out MPSS experiments may contact him.

Australia: 20K B.napus and B.juncea ESTS’s will be publicly available at the end of project (2 years). They do not  restrict their use for oligo design and assignment of gene models.

BSP: NIAB has sequenced 60,000 B. rapa ESTs and will complete another 40,000 by April from B. rapa inbred line Chiifu-401 and 15,000 from other genotypes. This is being used to design a 20K cDNA chip that would be available by late September. ESTs would be released for public access in this summer.

GB: Warwick HRI and A. Sharpe AAFC Canada had completed 22,000 reads from B.oleracea ESTs representing 15,000 clones, and the aim is to  complete 30,000 ESTs with both forward and reverse sequences by the summer. These would also be publicly available when GenBank has assigned accessions.

GB reminded group that AAFC Saskatoon and Mike Kearsey at Birmingham University also have 13,000 70 mer oligo array chips from B. napus which are now available under MTA agreement with AAFC.

GvR AAFC B. napus 10K ESTs  are being released and all the 60,000 will be made publicly available within one year.

BW submitted 8,700 B. napus ESTs to GenBank which are online since on 28th Dec 2004.

China added that currently they are distributing both japonica and indica rice oligo chip 62K 70mer Qiagen/operon 30k per slide, which seems to work. 

Are there any data available for B. juncea data sets apart from the Australians??

Discussion was held on if it would be better to design genome specific chips. Agreement reached was that in the current context oligo and EST chips were the best but in the long term it would be worthwhile developing an Affymetric array. CT thought that this was at least one year away. YPL informed that 40% of AFFY Arabidopsis chip hybridised to Brassica and IB agreed. GB informed the meeting that Sean May (Nottingham University) has reported that if  a Brassica specific mask designed using TIGR GSS’S and genomic hybridisation is applied, 70% of genes can be identified across species.

Action DE to contact Affymetrix to discuss possibilities for a Brassica chip, and also to coordinate data for design of the best possible oilgo based chip.

4) Canadian funding 

GvR thanked committee for invitation and gave an update on GenomePrairie view of the current situation regarding funding. He announced that funding is possible for international projects, and Canada is willing to contribute large sums. He cited two examples: 1) a project being undertaken to study abiotic stress led by Bill Crosby and Randy Weselake using wheat, Brasscia and Arabiopsis as the model. They are also looking at the gene expression and the role of ABA 2) A project entitled “Enhancing Canola through Genomics (ECTG) that is co-led by AAFC and NRC-PBI in Saskatoon One of the Objectives of this project is to generate 60k Brassica ESTs. 10k have already been submitted to Genbank, the remainder of the EST will be released in the next 12 months. Also the German/Canada initiative meeting held in June. Further action by the Canadian Brassica community is desirable for making available the transcriptome array.

During the Canadian Plant Genomics meeting to be held Aug 31st-Sept 2nd, it might be possible to have a satellite meeting to discuss Brassica genomics. Canadian Scientist can apply for sponsorship up to 50K from Genome Canada for organizing the meetings to bring international community together. Key criteria for sponsorship is that it has to be able to demonstrate that it meets the eligibility criteria for a proposed International Consortium Initiative (ICI) Further details on ICIs are available on Genome Canada’s website (www.genomecanada.ca)
5) BAC end sequencing 

Current list of Chiifu-401 BACs assigned read out

	KBrH
	1-50
	NIAB
	1-15 finished

	
	51-62
	IB
	completed

	
	63-87
	DE
	Completion expected Feb.

	
	88-117
	IB/Rod Scott
	Expected Feb/March

	
	118-136
	
	to be assigned to BW

	
	137-144
	YPL
	completed

	KBrB
	1-92
	NIAB
	completed

	
	93-132
	
	to be assigned


In Germany - BW announced that he has fund to carry out 15,000 end reads or 7,500 clones assigned plates 118-136 as shown above.
BC informed the meeting about the possibility of France being able to provide funding for end-sequencing of 30,000 B. napus clones and also some KBrB. DE -Australia might be able to do more. Jinling Ming - China will also contribute towards end-sequencing.

Data presented on BAC ends sequencing of KBrH carried out by Korea.  

Of the 13,682 BACs 86.7 % success av length 632bp
33% coding, 46.45% repetitive (29.5% repetitive, 13% transposons, 1.5% ribosomal, 0.1% telomeric), 30% apparently centromeric repeat (which contains BamH1 site).

KBrB library is different from KBrH with much higher ribosomal and less repetitive DNA.

Discussion: should we continue with KBrH or construct a new library. It was decided to continue to use the existing library. If needed  additional library can be used later, for example, the B. rapa BAC library used for the UK BBSRC A genome physical map, which was constructed using a Sau3AI partial digest of genomic DNA.

Action 

1) YPL to compile latest list for web site. It will be available at web site (http://www.brassicagenome.org). Also to be displayed at http://www.brassica.info/b_rapa_sequencing_project/bac_sequencing.htm
2) To complete BAC end sequencing, ASAP in order to assign seed BACs for sequencing 

Action YPL to send KBrB to DE

Update websites as above  with list of BACs assigned. 

China, France and Australia to confirm their contribution along with time-frame?
6) Chinese Involvement

Jinling Ming and Xiaowu Wang have submitted a joint proposal for funding and are awaiting a decision. There is a possibility that China will carry out some EST and BAC-end sequencing. It is easier if they can match equivalent work. So, if community could propose to do 2x coverage, China may be able to match this. Approx $5M dollars are needed to complete six fold coverage. AP indicated that US is willing to make efforts to try to obtain funding for further coverage of B.oleracea and that partnership with others would increase the chances of success.

Discussion was held on BAC to BAC approach versus Shotgun cloning. A consensus was for BAC to BAC approach for B. rapa but further shotgun coverage of B.oleracea would be very useful.

7) Genetic mapping

Data on 40,000 BAC ends sequenced so far by Korea show 3,800 anchors at both ends to A. thaliana within 500Kb. 500 seed BACs will be selected, representing even coverage of the A.thaliana genome. Selected seed BAC will be anchored to Brassica reference map CKDH with YPL, DE, BSP etc. NIAB proposed to do this by SSRs identified within each BAC using any marker showing single polymorphisim. IB questioned this methodology and stated that it had been agreed that these should be mapped using markers that amplify a single locus in the genome, so SSRs are fine, but must be checked to ensure that they comply with this requirement. Details of seed BACs will be circulated for confirmation. Australia proposed to sequence 50 BACs(?) and NIAB, Korea, will sequence 500 BACs. NIAB and YPL will anchor all of  these by FISH. Mapping of seed BACs will be divided between participants such as DE 33%, YPL 33%, BSP 33%, etc. It will be discussed and organized by YPL lately. GB and DL may also contribute.

A strategy for the design of gene specific markers with which to map the seed BACs should be clearly stated as it was not discussed in detail.

Action Those with the funding to map BACs to confirm the number of BACs which they expect to be able to map. Inform YPL. 

Action marker design strategy to be written down

GB read out message from GK and GT on their view of managing the mapping for this project. (See attached Document). It was agreed all mapping will be on CK but other populations could be included. 

Decision was made to distribute DNA rather than seed for carrying out mapping by other labs. This will be available on request and will remove a potential source for mapping errors. Therefore, YPL (Brassica Genome Resource Bank, Korea) and GT (Warwick HRI) will continue to distribute seed or DNA as requested. Before more DNA is distributed samples of DNA from WHRI and YPL lab should be exchanged and the DNA referenced back to original plants. (GK)

A diagram showing the schema for exchange of data and material between labs should be distributed to all participants. (GK/GT).

YPL and GT (Warwick HRI) to continue to coordinate on mapping data. Exchange of data between these labs will be continued. YPL and GT will place data matrix on web site. Mapping data should continue to be sent to these. YPL and GT are responsible for curation and finalising any draft prior to updating the website. YPL and BSP are working to integrate their B. rapa maps ASAP.

Action Graham Teakle , YPL and BSP to communicate.

A.O.B. None

Next meeting is proposed during PAG XIV in Jan 2006 if it is not possible to hold a meeting during Canada meeting.

Addendum
DE and GB held discussion with AFFY on 17th Jan. Affymetrix have put aside the funding to design a Brassica chip in 2005. However, the exact requirements of the community needs to be determined. DE is to circulate a letter via the committee and Brassica.info mailing list to obtain opinions. Affy also needs to determine what data are available and the scientists who have planned to design CHIP. Many people have sequence data in computer and not submitted to the GenBank. Data on any gene would be useful for probe design. Letter to be circulated to determine sequence data availability.

