Brassica rapa Genome Sequencing Project (BrGSP)
Management Committee Meeting

Sunday 14 January 2007

Crescent Room, Town & Country Hotel, San Diego

Chair: Yong-Pyo Lim
DRAFT NOTES

This meeting followed on directly from that of the MGBP Steering Committee. Reporting and discussion addressed the agenda items tabled by Professor Lim.

1. Current status of sequencing project
R1
UK/China (Funded)

R2
Canada (Funded, ratification expected June 2007)

R3
Korea (Funded)

R4
Unassigned

R5
Unassigned

R6
USA (application submitted Oct 2006, decision expected April 2007)
R7
Australia (Funded)

R8
UK/China (Funded)

R9
Korea (Funded)

R10
Canada (Funded, ratification expected June 2007)

2. BAC end sequence data
All were now complete and deposited with GenBank/EMBL.
	Plates

	Clones
	Groups

	KBrH001-015
	5,760
	NIAB; S. Korea

	KBrH016-050
	13,440
	NRC/AAFC; Canada

	KBrH051-062
	4,608

	JIC; UK

	KBrH063-087
	9,600

	DPI; Australia

	KBrH088-117

	11,520
	JIC/Bath/TIGR; UK/US

	KBrH118-136

	7,296

	U Bielefeld; Germany

	KBrH137-144
	3,072
	CNU; S Korea

	KBrB001-096
	36,864
	NIAB/CNU; S. Korea

	KBrB097-132

	13,824
	NRC/AAFC; Canada

	KBrS001-015
	5,760
	???


Issues arising:
There was an issue with the clone nomenclature for the sequences submitted by DPI (a leading 1 inserted into the plate number component). This would be rectified as soon as possible. Also, some of the sequences submitted by JIC (those conducted at Sanger) had not been quality-trimmed. This would also be corrected as soon as JIC made an appointment on the project (summer 2007). There was an agreed commitment to submit trace files to the GenBank trace repository. Pre-computed in silico mappings to the Arabidopsis sequence and real time BLAST facilities for the BAC end dataset were now being offered by several groups.
3. Seed BAC sequencing

In Korea, 1,007 seed BACs were being sequenced; 514 BAC sequences had already been submitted to GenBank/EMBL.  A further 62 were due to be submitted as soon as possible (subject to approval by the parent Institute) and 60 more would be added later in 2007. A list of these and their status are available at http://www.brassica-rapa.org.
4. Genetic and physical mapping to support sequencing project

CKDH reference map

· In the reference genetic map, there are a total of 10 linkage groups. The map consists of 278 AFLP, 236 SSR, 25 RAPD, 18 ESTP, 3 STS, 5 PCR​-RFLP and 3 CAPS markers.

· So far, 1,039 genetic markers have been generated by the CNU group. These comprise 740 AFLP, 202 SSR, 38 RAPD, 22 ESTP, 4 STS, 20 PCR-RFLP and 13 CAPS markers.
· 151 SSR markers developed from 514 sequenced seed BACs have been mapped by CNU, these datasets will be sent to the labs doing the sequencing. Dave Edwards’ group at DPI have developed a further 150 BAC end SSR markers
· During 2007, a further 500 SSR markers will be generated from the end sequences of the HindIII and BamHI BAC clone libraries. In a pilot experiment, 16 SSR markers had been developed (a success rate of 30%).
Development of a new genetic map from CKRI population

· 153 F8, 83 F7, and 5 F6 lines of CKRI population have been produced.

· Using 52 F7 plants of CKRI, SSR markers located at regular intervals in CKDH map are being mapped in the CKRI population.
JWF3 population
· 390 of the seed BACs have been genetically mapped by NIAB (250 by SSR markers; 50 by RFLPs ; 20 by CAPS and 70 by Ctg
· Screening was being carried out initially in JWF3p then sent to YPL (CND, Korea) for mapping in CKDH.
· SSRs from the 'Suwabe' map have been used to identify and integrate with established B. rapa linkage maps
· There are ~100 common markers between the CKDH and JWF3 maps, 10 per linkage group. One consensus map has been constructed using JoinMap and is available from the NIAB home page.
Issues arising:

Scoring strings and association of markers to seed BACs needed to be made available to Ian Bancroft (and others) to assist in BAC selection

Who could support the genetic mapping? Graham King would be able to do so by the end of 2007, requiring collaboration with CNU and NIAB. A consensus map could be created by end of March 2007.

One issue was that marker names used by NIAB and CNU differed. A lookup table needed to be made available as soon as possible.

Data from the CKRI mapping needed to be released to the community.

There was a question regarding the locations of distal genetic markers on linkage groups. Physical locations had been estimated by NIAB using FISH.

Robust, single-locus SSR markers from the AAFC proprietary database could be mapped in silico to the seed BACs and the results, in principle, could be made available to the consortium as background knowledge. Isobel Parkin would pursue this.

Construction of integrated physical and genetic maps

· 3,443 contigs have been generated by CNU, using automated contig assembly from agarose gel fingerprints of HindIII-BAC clones.
· 2674 contigs have been produced by NIAB and CNU, using automated contig assembly from 4-enzyme SNaPshot® fingerprinting of BamHI clones.
· Physical mapping of HindIII clones has been completed by 4-enzyme SNaPshot® fingerprinting and will be released soon.
· Using BAC-based SSR or SNP mapping in CKDH and CKRI, several thousand contigs from the HindIII and BamHI libraries will be merged.

· All FPC data will be made public by end of March 2007 via the WebFPC Java interface – currently there are ~70,000 fingerprints available
Issues arising:
It was noted that the Coral program, developed by GSC Vancouver, could be used to re-order the FPC generated contigs. This had been used with success in the BBSRC IGF A genome project.

5. Bioinformatics
· BAC registry – Dave Edwards would establish a database for BAC sequencing status based on the Medicago schema. This would incorporate the information specific to the R3 and R9 projects already available from the www.brassica-rapa.org site. It was agreed that, once set up at DPI, this would be hosted on www.brassica.info as the Australian commitment came to an end.
· Sharing BAC data – it was noted that 454-generated sequence data posed a particular challenge. It was proposed that Phase I 454 data would be served from an FTP site and Phase 2 data for CE and 454 would be directly deposited with GenBank/EMBL. As noted above, where possible, trace files should also be deposited.

· Annotation – TIGR, in collaboration with key partners in the consortium, would be tuning up an annotation pipeline using Combiner to weight the results of a number of ab initio genefinders. This standard annotation would then be sent to GenBank/EMBL.
Issues arising:
It was noted that GenBank/EMBL do not normally accept Phase 2 data as “finished”. The Chair of this committee would need to advise the relevant database curators that the BrGSP was resourced only to this stage.
A first-pass annotation of the seed BACs, not to the standard described above, had been made available by JIC at brassica.bbsrc.ac.uk.
6. Next phase of BAC-by-BAC sequencing
	Chromosome
	Country
	PIs
	Status
	Completion

	R1
	UK/China.
	Bancroft/Meng
	Funded
	2009

	R2
	Canada
	Parkin/Keller
	Submitted 2006; to
	2009

	
	
	
	start 2007
	

	R3
	Korea
	Park
	Funded
	2008

	R4
	Unassigned
	
	
	

	R5
	Unassigned
	
	
	

	R6
	USA
	Town et al.
	Submitted, decision April 07
	2009

	R7
	Australia
	Edwards
	Funded
	2007

	R8
	UK/China
	Bancroft/Meng
	Funded
	2009

	R9
	Korea
	Park
	Funded
	2007

	R10
	Canada
	Parkin/Keller
	As R2
	2009


Issues arising:
Other contributions: Netherlands was contemplating a possible submission as part of a new programme (G. Bonemma) France was to submit proposal in March 2007 to sequence 250 BACS as part of their National programme.

India - unknown status

For the unassigned chromosomes, we could only keep advertising our efforts to the research community and to strongly support countries developing submissions.
7. AOB
Professor Lim had now completed his term as Chair and the committee thanked him for all his efforts. Although it had previously been agreed that this post should rotate every 2 years, the committee thanked Dave Edwards who agreed to assume the chair for one year, until the 2008 meeting, at which time this issue would be revisited.

8. Next meeting
The committee would meet again at PAG XVI in 2008 but there was also an identified need for an earlier meeting in 2007, especially for those collaborators directly engaged in the sequencing. It was suggested that the 5th Canadian Plant Genomics Workshop, to be held in Vancouver July 30 - Aug 2, might be a suitable occasion for this. Isobel Parkin would send out information regarding the meeting.
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