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1. Minutes of previous meeting

The minutes of the 2007 meeting, together with notes from an informal meeting held on 30 July 2007 in Vancouver, had been previously circulated.  There were no comments or corrections on either and so the MBGP minutes were formally approved. There were no matters arising not covered by the agenda items.

2. Inventory of public domain resources

Graham King (RRes, UK) reported that a new data curator (Pierre Carion) had been in post for some 6 months. He had redesigned the brassica.info website for ease of use and a major component of the site comprised a first pass of the publicly available Brassica resources, offering downloadable spreadsheets detailing mapping populations etc. The RRes group would be actively seeking updates, comments and “proof-reading” from the relevant groups contributing these primary data.  
3. Updates on genetics resources

· B. rapa diversity sets – Guusje Bonnema (Wageningen, NL) reported that they were waiting on a funding decision for a joint project. If funded, they would be seeking views from the community on the constitution of these sets. There was some discussion on the nature of the lines to propagate (DH vs. inbred etc.) and the methods/infrastructure for distribution. Graham Teakle (WHRI, UK) would be in discussion with Wageningen. Regine Delourme (INRA- Rennes, France) reported that they had core collections for B. napus and B. oleracea but that their focus was on preserving diversity and homozygous lines would not be developed. It was agreed that INRA should compare their material with that of Wageningen. Rod Snowdon (U of Giessen) mentioned that different core sets had been developed in an EU project (RESGEN) on genetic diversity in Brassica species. See http://documents.plant.wur.nl/cgn/pgr/brasedb/brasresgen.htm for details on all the core sets (B. oleracea, B. rapa, B. napus and B. carinata), including passport descriptors and phenotypic data for resistance and seed quality traits.
It was agreed that these details should be collated at brassica.info.

· TILLING populations – Lars Ostergaard (JIC, UK) had been collating data on TILLING populations and these were available from brassica.info. Graham King said that currently there were ~9 B. napus populations/sub-populations, ~8 B. rapa and ~2 B. oleracea. The information recorded included EMS regime, number of M0 lines etc. There were currently not enough lines developed from FN mutagenesis of B. rapa in to permit a sensible screen. It was noted there was not yet any information on groups who offered a screening service to the community (an example was JGL at JIC).  It was agreed that this information should be added. There was also no record of the traits that had been screened for. Assuming groups were willing to publish this information, it was agreed this would be a useful addition. Dave Edwards (Univ of Queensland, Australia) asked a general question about long term support for the brassica.info and brassica.bbsrc.ac.uk sites. There was confidence that BBSRC would continue to support them after specific grant-funding ceased.
· Genomics resources – a B genome (B. nigra) BAC library had been developed by AAFC Saskatoon, details on brassica.info. Yong-Pyo Lim (CNU, Korea) reported that B. carinata and B. napus NingYou (larger insert version) libraries were being developed. It was thought a proposal from Andy Paterson’s lab to develop a nigra library had not been funded. Ian Bancroft (JIC, UK) stated that the Ostergaard R-o-18 TILLING lines were available from JGL at JIC.
4. Updates on nomenclature manuscripts (Graham King)

Graham reported that a draft outline of a manuscript from he and Derek Lydiate (AAFCS Saskatoon, Canada) describing the agreed new linkage group nomenclature had been sent to principal mapping groups for comments. Besides systematising the new names, defining the orientations etc. they specifically wanted to cite freely available, highly polymorphic DH reference mapping populations; reference marker sets (preferably single-locus, and then single genome); experimental populations etc. These data were sought from the community. Graham requested that genotype scoring matrices be made available for these mapping populations. Orientations of published linkage groups with respect to the canonical Parkin 2005 map (+/-) would be noted on brassica.info. With respect to markers, Chris Pires (Univ Missouri, USA) suggested that special prominence be given to those that tie to a BAC which could/had been used for FISH painting.

A draft manuscript by Lars Ostergaard (JIC, UK) proposing a nomenclature for the naming of Brassica genes (i.e. gene loci) had been circulated for discussion. It transpired that not all attendees had received this and so Graham would send it to those missed out. Objections/suggestions to the proposal were sought from Lars.
There was some discussion on SSR markers developed from seed or extension BACs. It was asked if primer information for these could be put into the public domain, or least shared with the MGBP partners, as soon as possible. Beom-Seok Park (NIAB, Korea) replied that this would, at present, be contingent on publication. Ian Bancroft explained to the meeting that the first-pass annotation of the BACs on brassica.bbsrc.ac.uk included in silico generated SSR markers which had performed well in validation experiments. He requested information on SSR markers developed by the various sequencing groups to anchor the BACs which could then be included in another GBrowse track. 

5. Microarray development

· Ian Bancroft (JIC, UK) briefly described the JIC/JCVI 95k Agilent platform developed with Cogenics. 810,254 raw ESTS in the public domain originating from the A, C and AC genomes were clustered and assembled by JCVI into 94,558 unigenes, these comprising 42,642 assemblies and 51,946 singletons. This was done at a stringency cut-off that should resolve A or C paralogues but co-assemble A/C homoeologues. 91,854 oligos could be designed, a random selection of ~12,000 of which were then replicated to fill the Agilent 2 x 105k format. JIC has set up BLAST and keyword querying facilities for the 95k array on brassica.bbsrc.ac.uk. In addition, the assemblies represented on the microarray are now included in the BAC annotations. A validation experiment analysing the leaf transcriptomes of selected A and C parents and the reciprocal AC synthetics had shown that ~30,000 probes gave reproducible, significant signals. The biological replicates could be separated on species and qualitative expression patterns revealed genome specificities.
· Raju Datla (NRC-PBI, Canada) described the PBI/AAFC equivalent (computed from perhaps slightly fewer ESTs) developed for the CombiMatrix platform. The assembly results seemed to be very similar. Details on the Combimatrix array are presented in poster P708. Additional information on this array will be posted at www.brassicagenomics.ca.
· Natalie Riviere (Biogemma) described a 60k Affymetrix array, based on the JCVI assemblies, which should be ready by March/April 2008. The design is proprietary, but the chip would be in the catalogue in about a year’s time.
· Jeong-Hwan Mun (NIAB, Korea) announced a NimbleGen 50k B. rapa array which also included predicted ORFs from the sequenced BACs.

· Yong-Pyo Lim described a B. napus 90k array.

It was agreed that the groups developing these arrays should exchange data on the assemblies and oligos to allow platform comparisons. The Agilent and CombiMatrix platforms could be immediately compared using the parent JCVI IDs. For the addition of new ESTs, new “JCVI_” assembly IDs would be required. The Agilent array had ~12k spare capacity but the CombiMatrix array was almost at full capacity

6. Sequencing update

More technical discussions would follow in the BrGSP meeting. Here, each group gave a brief status report.

· Korea (NIAB) – 93% of the 99,456 BACs from the H, B and S libraries had been fingerprinted by the SnapShot method. After removal of repetitive clones, 67,468 BACs were initially assembled with FPC into 4,726 contigs and then iteratively merged into 1,417 contigs. The FPC build comprises 1,428 contigs spanning 557 Mb (~1.5x genespace coverage). This was made available via WebFPC at www.brassica-rapa.org in June 2007.  Build 3, using an additional 30,000 clones from a new library, is planned for 2008. A manuscript reporting the physical map is under review by BMC Genomics. Some experiments using 454 on 39 BACs proved OK with supplementary 2-4 x Sanger CE, was considered too costly at present.

· UK/China/US – the project officially started in July 2007 with the assigned chromosomes A1 and A8, using the original set of 523 seed BACs as starting material. The first 34 BACs sequenced had been recently annotated, these data being available now on brassica.bbsrc.ac.uk. This first batch comprised a mixture of extension clones for BACs robustly mapped to A1 or A8 and candidate rearrangement clones, identified using a novel bioinformatics approach. The quality control/validation was being carried out now. If passed, the sequences would be submitted to GenBank/EMBL by BGI as soon as possible. It was noted that the cost to the project was ~ USD1000 per clone finished to Phase 2. BGI was also about to embark on the end sequencing of the B. napus Tapidor library, data expected by mid-2008.
· Canada – had already sequenced ~30 BACs (using Sanger CE) as a pilot experiment. These data will be submitted to GenBank/EMBL soon. Funding had now been obtained to start the A2/A10 sequencing, between AAFC & PBI Saskatoon, will use the 454 FLX platform combined with Sanger CE–will start in Spring 2008. The strategy to sequence the two B. rapa chromosome will be similar to the Australian group. It is expected that the project would take 2 years to complete, pending additional funding.
· Australia – the R7 sequencing had been picked up by Tim Sawbridge following Dave Edwards’ departure. 99 BACs had already been sequenced, with data at various stages, a further 22 were underway and 40-60 were yet to come. FLX reads indexed against Sanger CE was the adopted technology. 12 scaffolds had been FISH-painted. Older GS20 data needed to be de-convoluted. The release policy for all these data seemed problematic and was to be discussed end Feb 2008.

This leaves 3 B. rapa chromosomes unallocated. Chris Town (JCVI, US) would not be resubmitting a US proposal – the NSF had been very cool on the previous one, the only possible route might be via B. oleracea sequencing. There was no news from France (although Boulos Chaloub had previously thought something might be possible) and Guusje said there was no prospect of funding in the Netherlands. Germany had tried several times before and could try again in March 2008 (maybe a Franco-German collaboration?). India perhaps could prepare a proposal for two chromosomes. Yong-Pyo Lim said that there was a possibility of Korea funding a further 3 chromosomes – the current funding ceases in December 2008, he was currently at a very critical time in discussions with maybe some news in May/June 08.  All the attendees offered letters of support if this would help.
7. Future meetings

The 16th Crucifer Genetics Workshop meeting would take place in Lillehammer, Norway over September 8-12, 2008. Isobel requested likely attendance to assess whether an informal meeting of the MBGP group could be convened there. Notwithstanding this, the MBGP would meet again formally at PAG VII, January 2009.

8. AOB

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

