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October 17 & 18, 2006

I. Participants: A. Archibald, C. Beattie, L. Bolund, P. Chardon, K. Eversole, T. Farout, J.-T. Jeon, M. Gronen, S. Humphrays, L.  Leach, D. Milan, S.J. Oh, J. Rogers, L. Schook, I.M. Seoki, H. Uenishi, M. Yerle.

II.  
Call to Order and Meeting Objectives.  Larry Schook opened the meeting by reviewing the minutes from the ISAG meeting and thanking Denis Milan for his efforts on hosting this SGSC Meeting.  He reminded everyone that program progress is being reported on a quarterly basis through the newsletter format.  He encouraged everyone to forward personal successes in using genome sequence information to his attention.  He also asked participants to have colleagues visit the website and register (www.piggenome.org) and receive regular updates. 

III.  
Review of USDA Project Progress.  Sean Humphrays gave a detailed overview of the strategy and progress to date of the pig sequencing project at The Wellcome Trust Sanger Institute (WTSI).  A clone-by-clone sequencing strategy, based on the minimum tiling path of BAC clones, is being employed in the project and the status of accessioned and sequenced regions of pig chromosomes to date was shown. To date, over 265,000 CHORI BACs have been fingerprinted (16.2 genome complexities) and over 620,000 BES have been deposited.  A manuscript has been submitted with respect to completion of the whole genome contig map.  The current map has placed 172 contigs with an average length of 15Mb that covers 2.58Gb representing >98% of the pig euchromatin.  Sean discussed approaches to building SSCY and SSCX contig maps to support sequencing.  Since the CHORI-242 is female, 495 additional BACs from the INRA contig map with at least one BES anchored on X or Y need to be selected.   These BACs from the INRA male BAC library will be fingerprinted and added to the map.  Additional funding will be required to sequence SSCX (deeper coverage than 3X) and a focused project will be necessary for SSCY.  Larry Schook created a male Duroc cell line that is being used by the The Wellcome Trust Sanger Institute (WTSI) to flow sort chromosomes to make fosmid/plasmid libraries.

One of the project specific aims was to create a Duroc Fosmid Library.  A Fosmid library (WTSI_1005) has been constructed with 500,000 (7x) clones (1,300 x 384 well plates) from the same Duroc cells used to construct the CHORI-242 line.  The colonies have been picked and replicated on 500 plates.  To date, 73,000 fosmid end sequences have been completed and are publicly available.

Sean then presented the WTSI strategy for clone selection and sequencing pipeline.  Sequential rounds of tilepath selection are being used to minimize the number BAC clone required for sequencing.  The planned order of contig selection for sequencing is: (1) SSC7, SSC14 and SSC4 are highest priority since additional EU funding targeting these chromosomes started earlier; (2) SSCX, since it will be more challenging to complete and require increased depth sequencing; and (3) SSC 1, SSC11, SSC17, SSC5, SSC6, SSC2, SSC3, SSC8, SSC9, SSC10, SSC12, SSC13, SSC15, SSC16, and SSC18.  The first round of clones have been identified and committed for sequencing.  The second round selection has also been initiated and 385 new clones have been selected based on map and BES alignments to pig genomic sequence.  Thus, to date, 7,006 clones have been selected and sent for sequencing that cover 53% of the map.  Also, total sequencing is 287.5 Mb from 1,660 accessioned clones.  Project progress can be monitored at Pre-ensembl (http://pre.ensembl.org/Sus_scrofa/index.html).

The question was raised regarding whether there was a plan for how to cover the Y chromosome.  This was identified as an agenda item for discussion at the next ISGSC meeting, scheduled for PAG (San Diego) since a plan coordinated with the overall project needs to be developed.  Jane Rogers also indicated that they are looking for supplemental funding to provide for additional work on the X chromosome as their experience with human and mouse indicates that additional work will be required.

IV.  
Update on Related Projects.  Craig Beattie provided an update on additional RH map activity.  They have currently assigned ~8,000 markers on the IMNpRH212,000rad panel.  This includes: ~2,097 microsatellites (MSs), 2,140 ESTs, and 1,370 genes (annotated from the human sequence), ~1,900 BESs and 140 SNPs. 90% of the BESs were previously mapped during the construction of BAC fingerprint contigs (FPC) on the IMpRH7000rad Panel.  Approximately 750 of the MSs and 2,200 of the ESTs/genes are also ordered on the IMpRH 7000-rad panel.

Sung-Jong Oh, shared their success in whole-genome shotgun sequencing of the Duroc 2-14 shotgun plasmid libraries.  They have made their third deposit of sequence reads.  Their total activity to date is 107,328 reads that represents over 69 Mb.  Additionally, by the end of the 2006, they expect to finish approximately 100 Mb of sequence.
Full-length cDNA development being carried out in Japan was reviewed by Hirohide Uenishi.  A total of 10,000 full-length cDNAs are being developed from a variety of tissues to contribute to the annotation of the genome.

Denis Milan overviewed the SNP discovery effort underway that has been funded by INRA.  Seven breeds are included in the project (Large White, Pietran, Landrace, Wild Boar, The National Spanish Iberian breed, Meishan, and the minipig).  A total of 1M reads are planned and roughly 500K have been completed to date (200K each on Large White and Landrace and 100K on Meishan).  All sequence reads will be released in to the public domain and soon as the quality is verified. 

VI.
Next Steps.  The USDA Continuation grant will need to be submitted by December 1 to ensure funding continuity.  The CREES Report will be developed by Larry Schook with input from Jane Rogers.

Additional funding is needed to complete the 3X whole-genome shotgun portion of the project and to ensure that 6X coverage is achieved so that a high quality product is produced.  No word has been received from the ARS-USDA regarding their stated goal of providing funding (US$1M) to that provided for the bovine project.  Kellye Eversole and Larry Schook will contact Ronnie Green regarding the status of the funding request.

Larry Schook has been in discussion with Pramod Mathur regarding a role for Canada and specifically if Genome Canada is a possibility for funding.  Pramod had indicated an interest by the Canadian industry to focus on either SSCY or target regions encoding genes contributing to animal health.

VII. 
Next ISGSC Meeting:  The next meeting of the ISGSC will held in conjunction with the Plant and Animal Meeting in San Diego, CA on Sunday, January 13, 2007.  A formal presentation on progress to date and specific plans for 2007 will be discussed.  The subsequent working meeting will be March 15, 16 and 17, 2007 in St. Croix, U.S. Virgin Islands.
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