DRAFT MINUTES for Comment

Brassica rapa Genome Sequencing Project (BrGSP) Meeting

10 am Sunday 15 January 2006, San Diego

Esquire Room in the Town & Country Hotel, San Diego

Minutes taken by Y.P. Lim (Chungnam National University)

Attending:  

	Australia
	Ross Chapman
	ross.chapman@dpi.vic.gov.au
	AgVic

	Canada
	Isobel Parkin
	parkini@agr.gc.ca
	AAFC

	
	Andrew Sharpe
	sharpea@agr.gc.ca
	AAFC

	
	Wilf Keller
	Wilf.Keller@nrc-cnrc.gc.ca
	NRC

	
	Raju Datla
	raju.datla@nrc-cnrc.gc.ca
	NRC

	China
	Bin Liu
	liub@genomics.org.cn
	BGI

	France
	Anne-Marie Chevre
	anne-marie.chevre@rennes.inra.fr
	INRA, Rennes

	
	Boulos Chalhoub
	chalhoub@evry.inra.fr
	INRA Evry

	Germany
	Daniela
	dholtgra@CeBiTec.Uni-Bielefeld.de
	Bielefeld

	
	Christian Obermeier
	christian.obermeier@agrar.uni-giessen.de
	Giessen

	Korea
	Yong-Pyo Lim (CHAIR)
	yplim@cnu.ac.kr
	Chungnam

	
	Myung-Ho Lim
	
	NIAB

	
	Tae-Jin Yang
	tjyang@rda.go.kr
	NIAB

	
	Soo-Jin Kwon
	
	NIAB

	UK
	Graham King 
	graham.king@bbsrc.ac.uk
	Rothamsted Research

	
	Ian Bancroft
	ian.bancroft@bbsrc.ac.uk
	JIC

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

	
	Chris Pires
	piresjc@missouri.edu
	Missouri

	
	Carlos Quiros
	cfquiros@ucdavis.edu
	UC Davis

	
	Chris Town
	cdtown@tigr.org
	TIGR

	
	Joanna Friesner
	jdfriesner@stanford.edu
	MASC (Arabidopsis)


1. Invitation to the BrGSP workshop in Korea (June 14-16, 2006) 

· Chungmu Marine Hotel, TongYoung, South Ocean side in Korea 

· Members involved in B. rapa sequencing in each country: Invitation letter will be send later.

· Schedule has to be discussed with Canada group

· The progress of sequencing and anchoring of 600 seed BACs will be announced at the workshop. 

Dr. Wilf Keller informed the meeting that the Fourth Canadian Plant Genomics Workshop will be held June 19-21, in Ottawa, Ontario (http://cpgw.ca).  
2. BAC-end data  
    a) Sequencing status 

Current Status of BAC end sequencing in MBGP

	Plates
	No. clones
	Group
	Country
	Status

	KBrH001 - KBrH015
	5,760
	NIAB
	S. Korea
	completed

	KBrH016 - KBrH050
	13,440
	AAFC + NRC
	Canada
	underway

	KBrH051 - KBrH062
	4,608
	JIC
	UK
	completed

	KBrH063 - KBrH087
	9,600
	DPI
	Australia
	completed

	KBrH088 - KBrH117 
	11,520
	JIC, Bath
	UK
	completed

	KBrH118 - KBrH136 
	7,296
	U. Bielefeld
	Germany
	completed

	KBrH137 - KBrH144 
	3,072
	CNU
	S. Korea
	completed

	KBrB001 - KBrB096 
	36,864
	NIAB, CNU
	S. Korea
	completed

	KBrB097 - KBrB132
	13,824
	unallocated
	
	-



-YPL asked Dr. Wilf Keller, Canada, if there was additional capacity in Genome Canada program to end-sequence the remaining non-allocated BAC clones ( KBrH16-50, KBrB97-132) : need to be reconsidered

 For end-sequencing of non-allocated BAC clones (KBrH 16-50 and KBrB97-132), Dr. Wilf Keller indicated that he can discuss this issue with YPL in Saskatoon in late March. 
b) Status of the submission to GenBank and notify community 
· At this moment 133,617 BAC end sequences are registered in GenBank

· The registration format of BAC end sequence should be harmonized. Need to make an ideal format and unification.

· Quality issue need to be discussed for the registration of BAC end sequences (TJ Yang) 

      Action 

· YPL: should discuss with Dr. Wilf Keller on sequencing of unallocated BAC clones.
· YPL: should send BAC library(ies) to Wilf Keller or Isobel Parkin 

3.      Status of seed BAC sequencing 
NIAB(Korea): 

· First phase sequence of about 600 BAC clones are obtained. Ordered contig sequences (phase II) for the BACs will be ready by June 2006. 

· Sequence-based mapping of the seed BAC are on-going

· Hope to finish map all the BACs by June

· The progress of sequencing and anchoring of 600 seed BACs will be announced at the workshop in June 2006 in Korea.

· Pioneer walking for cytogenetic chromosome 1 (R9) will be shown at the Workshop. 

· Seed BAC information will be announced with the related BACs based on BAC end match and SnaPShot fingerprinting contig information. 

Australia

· First phase sequence of 5 BAC clones are obtained.

· Hope to finish 100 BAC clones within 6 months
Action:

· The information on target clone number for sequencing in Australia should be discussed with YPL or NIAB to avoid any overlap of sequencing between Korea and Australia

4.      Release Policy 
- BAC submission policy for trace files and annotation of BAC sequence 

· rapa ssp. pekinensis (Chinese cabbage) inbred line Chiifu-401 libraries KBrH (56,592 clones) and KBrB (50,688 clones)

· KBrH001A01 to KBrH148P24 for HindIII BAC library

· KBrB001A01 to KBrB132P24 for BamH1 BAC library

· Sequencing from forward (f) and reverse (r) direction

· KBrH001A01 (BAC clone ID) + R (reverse)/ F (forward)

- Proposed standardisation of submission form for BAC-end sequences in the GSS division of GenBank  (Example: see appendix end of this document)
 

5. Nomenclature of Brassica Genetic loci 

· It was agreed that where possible, the project participants should aim for standardisation of genetic locus nomenclature conventions. Following agreement amongst the wider community, this could also be adopted for wider integration of different genetic linkage maps.

· A proposed nomenclature system had been developed by GJK and G. Teakle and will be published for the initial reference CKDH linkage map (Choi et al.).  This included recommendations for standardisation previously proposed by IPGRI (http://www.ipgri.cgiar.org/publications/pdf/913.pdf).
· This will accommodate existing locus names with the least amount of confusion possible while still adhering to this system. Use of an institute code facilitates avoiding the same locus name being used on different occasions when they might in fact represent different loci (homonyms).

· This proposed convention will be posted on www.brassica.info and sent for review and comment to all authors of the CK mapping project.

· The manner in which this is applied this to markers generated by the different labs (i.e. assingment of synonyms) also needs to be reviewed by the respective labs.

· Once approved, this will be published as the recommended format for Brassica locus nomenclature, both on the www.brassica.info website and hopefully as part of a journal publication.

5.   Next phase of sequencing by BAC-by-BAC of each chromosome to Phase II 
Proposed allocation of B. rapa chromosomes to each country (subject to notification and confirmation to YPL)
	Chromosome
	Country
	PI
	Status
	Completion

	R1
	UK/China
	Bancroft/Meng
	Proposed
	2009

	R2
	Australia
	Edwards [any chr.]
	In preparation
	2009

	R3
	Korea
	Park
	Funded
	2008

	R4
	USA
	Paterson [any chr.]
	To be submitted 2006
	2009

	R5
	Canada
	Keller [any chromosome]
	In preparation
	2009

	R6
	Canada
	Keller [any chromosome]
	In preparation
	2009

	R7
	Canada
	Keller [any chromosome]
	In preparation
	2009

	R8
	UK/China
	Bancroft/Meng
	Proposed
	2009

	R9
	Korea
	Park
	Under way
	2007

	R10
	France/Germany
	Chalhoub/Weisshaar [any]
	To be submitted 2006
	2009



       - Discussion of sequencing project and plans 

6. Genetic anchoring of sequenced BACs 
 A. Status of the Reference Map of Chinese Cabbage in CKDH population (CNU, WHRI/Res, AAFC, AgVic)
· In the reference genetic map, there are a total of 10 linkage groups.  
· The map currently consists of 278 AFLP, 236 SSR, 25 RAPD, 18 ESTP, 3 STS, 5 PCR-RFLP, and 3 CAPs markers.
B. Development of Additonal Genetic Map in CKRI population (since from the same parents as CKDH, the maps can be merged) (CNU)
· 153 F8, 83 F7, and 5 F6 lines of CKRI population were produced.  
· Using 52 F7 plants of CKRI, SSR markers located at regular intervals in CKDH map are mapping in CKRI for the pilot experiment of CKRI.
C. Genetic Anchoring of Sequenced BAC (500 Seed BACs)

- CNU: 151 SSR markers for the sequenced 260 seed BAC clones were developed.  SSR markers will be mapped in CKDH population.

- NIAB: 119 SSR markers for the 240(?) seed BAC clones were developed. 

D. Development of SSR Markers from BAC-end Sequences (BES)
- CNU: In 2006, 300 SSR markers will be generated from BES of HindIII and BamH1 libraries.
Additional anchor-mapping of BACs is being carried out by NIAB in the JWF3 Chinese cabbbage population - this requires integration with CKDH to provide a consistent set of chromosome 'bins'.
______________________________________________________

Appendix:   Proposed standardisation of submission form for BAC-end sequences in the GSS division of GenBank 
||
TYPE: Pub
TITLE: End sequence of Brassica rapa HindIII (KBrH) BAC clone
AUTHORS: Yang, T.J., Kwon, S.J., Kim, J.A, Kim, J.S., Lim, K.B., Jin, M, Park, J.Y., Lim, M.H., Kim, H.I., Hong, C.P., Lim, Y.P., Park, B.S.      
YEAR: 2004
STATUS:1
||
TYPE: Lib
NAME: KBrH, Brassica rapa HindIII BAC library
ORGANISM: Brassica rapa ssp. pekinensis
CULTIVAR: Chiifu
HOST: E. coli DH10B
VECTOR: pCUGIBac1
V_TYPE: BAC
RE_1: HindIII 
DESCR: Brassica rapa spp. pekinensis inbred line Chiifu BAC library (KBrH BAC) is provided by Yong-Pyo Lim.
||
TYPE: Cont
NAME: Beom-Seok Park
FAX: +82-31-299-1672
TEL: +82-31-299-1670  
EMAIL: pbeom@rda.go.kr
LAB: Brassica Genomics Team
INST: National Institute of Agricultural Biotechnology
ADDR: 225 Seodun-Dong, Suwon, 441-707, Korea
||
TYPE: GSS
STATUS: New
CONT_NAME: Beom-Seok Park
GSS#: KBrH001A01F
CLONE: KBrH001A01
SEQ_PRIMER: T7
DNA_TYPE: Genomic
CLASS: BAC ends
PUBLIC:
LIBRARY: KBrH, Brassica rapa HindIII BAC library 
COMMENT: BAC end sequence of Brassica rapa ssp. pekinensis HindIII BAC clone KBrH001A01
SEQUENCE:
CAAGAAAAACATTGTAATGATTGCTAATCAACTATATTCTTCTCGTGGCA
ATTTGTTGATCGAATGTAGTGATAACAAGGGGAAATTTTCATCTAATCTG
TTAAGTTTCGATGCAAATCCGTTTATCATTTCTTTCAGCGACTATAAATG
GCCAAAAGAAACACGATGGGATTGCACTATTAGTCATGGAGAGAATAATA
AGTTCTATTATGATCTTCAAGTATATCATGCAAATTATCAACGATGTGGT
CAGTTACGTTCATGGATTGCCAAAGATGATGGAATTTGGTTTACAGAAAG
ATATGAAGATCCAGCAGGGTTTGTTTTACCTTGGAAAACACGTGCCTAGT
TTTCTGTTTTACTTTGTTCTTACAATAACTACAAACATTAAATAAAATAA
ATCGATTTTGCTTTAAGTTTGTTGAAAAAAAAAATATAAAATAAGATATC
TCAATTCTATAATACATAAAAGAATTACATTGCCTATTCTACACATCTTA
TTATATAAATCTTGGTTCTACAAAGTTGTTAATTAACATGATCGCGACAT
GTGTCAATAAATTTTTTTAAAATTGCGACATGTGTCAAAAATATGATCTA
TTTTCTTAAGATTTAAAAGAGATTTAGAAAATAGAAGTTATTATTACAAA
ATATATCTTTTTACCATTCTTGTTAAGATTATGGAAAATAACGATTACTA
TTACATAGTCTTTTATATTATATATT
||
TYPE: GSS
STATUS: New
CONT_NAME: Beom-Seok Park
GSS#: KBrH001A01R
CLONE: KBrH001A01
SEQ_PRIMER: M13 Reverse
DNA_TYPE: Genomic
CLASS: BAC ends
PUBLIC:
LIBRARY: KBrH, Brassica rapa HindIII BAC library 
COMMENT: BAC end sequence of Brassica rapa ssp. pekinensis HindIII BAC clone KBrH001A01
SEQUENCE:
ACAATGAACGTTAAGGTACCTAGCTTAGTTCTTCTTTTTGTGGTTGTTAA
GGCTCGAATTATGAACGTTACGTAGGTGAAAGTGGAACATTCGTAAGTAC
ACAAAAATGTGGCTCTTAGATTATGACGATAATTATCATAGTATTGTTTT
ATACGATAACTAAGCAAGCGAATTTATTGATTAACTGCGAACCGAATAAA
TAAGTGATGAAGTGACATCGCATCCACTTTCAGGAAAAAATGGCAGACAC
AAATTGATATATGCAGGGAGAAACTTTACAGATATATGGGATTTTTTGTT
AATAACACGATGTTACATAAAGAAAACCACTCGGAGAAAATGGTGGCATA
AAGTAGAAAAGTTTGAGTTAACAAAAGGCATACAAGACAAAAGCTTTTGC
GATCGTGGGAAACCACTTTGATCTCAAATTAATTAATCATTCAGTCTTTA
TCATAATCCACAAAAAAACTTTATTTTACATGTTGTTCTCAAATAAAAAA
AACTTTTGATTTTCCTTTTCTTCTTTTAAATGAAGAAACTGCAATGTAAG
TTTCTTTTTTTTTTTGACAAAAATTGCAATGTAAGTTTTTTTTTTTGTAA
GCTAAAATTGTAATGTAAGTTTTGGCGTGGTTTCTTTGGACCATGCCTTT
TGCACCACCAGTGACCACCTGGCTTCGACAACTCAACGACATATAAGTCT
CATATTTTTTTGTAACGATTAATTTCACATTAC

