Multinational Brassica Genome Project: meeting of the Steering Group

Ian Bancroft 12/04

The meeting was held: 6:00 – 10:00 p.m. Saturday 23rd October 2004 in Geumjandi, Yousung Hotel, Daejon, Korea

Attending: Jinling Meng, Chris Town, Yong Pyo Lim, Rod Snowden, Dave Edwards, Masashi Hirai, Graham King, Michel Renard, Beom-Seok Park Andrew Paterson, Ian Bancroft 
1) Revisit constitution and remit of MBGP Steering Group; define constitution and remit of MBGSP Steering Group (IB, DE)

This was discussed and GK asked to develop draft description.  Draft (with minor revisions by IB) attached.

2) Status of BBSRC A and C genome draft physical maps (IB, GK)

· The UK C genome (B. oleracea) draft physical map consists of ca. 35,000 fingerprinted clones of which ca. 9,000 assembled into ca. 2,400 contigs.  

· The UK A genome (B. rapa) draft physical map consists of ca. 33,000 fingerprinted clones of which ca 18,000 assembled into ca. 2000 contigs.  

· A physical map, to be linked to a genetic map, is being constructed for B. napus DH12075 by AAFC.  Aim to put in the public domain in May or June 05.

· A partial integrated physical/genetic map for B. napus is being constructed as part of an EU-funded project and data are public now (http://brassica.bbsrc.ac.uk/IMSORB/).

3) Status of KBrB BAC library (IB)

Copy sent to JIC for redistribution.  Libraries, clones and colony filters available from CNU (free of charge) and JIC (cost recovered service; http://www.getcid.co.uk).

4) Status of CKDH, CKRI and TN populations and reference maps (IB)

Chinese cabbage CKDH lines distributed to several laboratories.  May be 2 to 3 years before complete set of CKRI lines developed, but the first ones will be available in Spring 05.  A reference map for the sequencing population has been constructed as a collaboration between CNU, W-HRI, AAFC and AgVic consisting of >600 loci (>140 SSRs, plus many AFLPs).  The map and scoring matrix will be made available pre-publication on the web.  FISH being used to integrate physical, genetic and cytogenetic maps.

B. napus TN population distributed to W-HRI, DPI, Beijing
 and JIC.  Multiplication under way, then should be available to everyone in June.  Map for the population will be published over the web and updated by JIC in collaboration with HAU.

B. napus DY population available from INRA under an MTA
.

B. napus SG population available from AAFC under an MTA.

5) Status of TILLING resources (GK)

B. rapa population under development at CNU. Rapeseed population under development in INRA (8,000 lins), B. oleracea population planned at HRI.  Oilseed rape population planned in China.  Canadian oilseed rape TILLING programme under way (**update requested when these draft notes are circulated**).

6) Release of AAFC EST data (IB)

80,000 sequences, but public release not likely soon.  These have been used to design an oligo chip, which will be made available by 2005 through collaboration.  Australian EST collection should be made public in 2 years.

7) Update on the HRI/AAFC B. oleracea EST programme (GK)

Aiming for 30,000 sequences from A12DHd.  First ones should be in public databases in December 2004.

8) Status of BAC end sequencing for the genome sequencing project (IB)

Commitments (http://www.brassica.info/b_rapa_sequencing_project/bac_sequencing.htm) in place to end-sequence ca 68,000 clones, leaving ca. 39,000 outstanding.  Efforts should be renewed to find people willing to end sequence these clones as it is important that end sequencing is finished before chromosome sequencing extends from initial seed BACs.

9) Progress with funding for the genome sequencing project (IB)

· Korea: have funding in place to sequence 500 BACs (US$2m) in addition to end sequencing 40,000 BACs

· Australia: Started BAC end sequencing and plan to start sequencing seed BACs next year.  Have some bioinformatics funding in place.  Have submitted proposal to fund complete chromosome sequencing.
· China: Been discussed in scientific community.  Proposal for chromosome sequencing and BAC end sequencing will be submitted at the end of 2004.

· UK: BAC end sequencing under way.  First 12 plates (4,600 clones) submitted to EMBL in November.

· Germany, France: Little money available for Brassica genome sequencing at present.  

10) Preparation of a “Brassica White Paper” (GK, IB)

Concept strongly supported.  GK will collate and identify representatives to provide national information.

11) AOB

Cruciferae newsletter (edited at INRA) will be made available through the Brassica.info web site.

12) Next meeting: PAG XIII, Sunday January 16

Date agreed.  Room subsequently booked: Dover Room 9:00 a.m. to 12:30 p.m.  Meeting to be chaired by IB, as GK (chair elect) will not be attending PAG XIII.

Abbreviations:

AAFC:

Agriculture and Agrifood Canada

AgVic:

Agriculture Victoria, Australia

CNU:

Chungnam National University, Daejon, Korea

DPI:

Department of Primary Industries, La Trobe University, Australia
HAU:

Huazhong Agricultural University, Wuhan, China

INRA:

Institut National de la Recherche Agronomique, France

JIC:

John Innes Centre, UK

MTA:

Materials Transfer Agreement

TILLING:
Targetted Induced Local Lesions IN Genomes

W-HRI:

Warwick HRI, UK 

Brassica rapa Genome Sequencing Project: meeting of the Management Committee

Ian Bancroft 12/04

The meeting was held: 9:30 – 11:00 p.m. Sunday 24th October 2004 in Geumjandi, Yousung Hotel, Daejon, Korea

Attending: Jinling Meng, Chris Town, Yong Pyo Lim, Rod Snowden, Dave Edwards, Jacqueline Batley, Masashi Hirai, Graham King, Michel Renard, Beom-Seok Park, Andrew Paterson 
The name given to the genome sequencing effort was revisited and it was agreed to adopt the title “Brassica rapa Genome Sequencing Project”.  It was decided that a Management Committee should coordinate its activities and its composition and remit were discussed.  GK was asked to develop draft description.  Draft (with minor revisions by IB) attached.

Concern was expressed about the lack of participation of the Canadian scientists in the meetings of the Multinational Brassica Genome Project Steering Group and the Brassica rapa Genome Sequencing Project Management Committee.  Concern was also expressed about the apparent lack of progress in participation in the communal genome sequencing effort.  It was suggested that it may be necessary to formally contact the Canadians and request a written reply to the committee detailing plans and progress.

The prospect of suggesting that NSF organise a community meeting was discussed, but it was decided to wait longer before doing this.  It was mentioned that a stakeholder meeting and white paper may be required prior.

BSP reported that 30 BACs had been sequenced from cytogenetic chromosome 1.  DE offered to map the sequenced BACs onto the CK population.  It was agreed that there should be a consistent nomenclature between cytogenetic and physical maps.

It was agreed that the original plan for the genome sequencing programme should be changed. BSP’s group would sequence 500 seed BACs from across the genome.  These clones would be positioned on the genetic map by a collaborative effort involving DE, YPL and Graham Teakle (W-HRI).  Others would contribute as well if they can.

YPL agreed to establish a BAC register web site and keep up to date with progress on end sequencing and complete BAC sequencing.

It was agreed that people need not annotate BAC sequences before depositing them in public databases.

It was agreed that YPL would take over as chair of the Management Committee at the next meeting. 

�Was this discussed - wasnt aware who had it in Beijing?


�Michel said that it was now in public domain- probably need to check if under MTA





