BSG sessions at Canterbury, Spring 2007. 
Organiser: Lindsay Sawyer
Keynote lecture
John Moult (Maryland, USA) – SNPs, protein structure and disease. 
Session: Expression to data collection 

Chair: K. Brown (Imperial) 

Detailed Programme 

Laurence Pearl (CRUK) – Combinatorial domain hunting – a high-throughput approach to identification of soluble protein constructs. 
Gabor Bunkoczi (SGC, Oxford) – Big-budget, high-throughput crystallisation at the SGC. 
Peter Moody (Leicester) – Automation in a small protein crystallography laboratory. 
Session: Complementary and emerging developments in SR
Chair: P. Rizkallah (CCLRC, Daresbury)

Bonnie Wallace (Birkbeck) – Synchrotron radiation circular dichroism spectroscopy and protein crystallography: complementary methods in structural genomics. 

Dmitri Svergun (EMBL, Hamburg) – Analysis of biomacromolecular solutions with small-angle scattering. 

So Iwata (Imperial) – Diamond membrane protein laboratory. 
Session: Computational automation
Chair: Vilmos Fulop (Warwick)
Julie Wilson (York) - Alice’s adventures in Grenoble. 

Andrew Leslie (MRC, Cambridge) - Automated collection and processing of macromolecular diffraction data with DNA. 

Colin Nave (Daresbury) Using the synchrotron over the internet via e-HTPX. 
Randy Read (Cambridge) - Likelihood and automation in PHASER. 

Session: Post-phasing and beyond
Chair: R. Read (Cambridge)

Tassos Perrrakis (Netherlands Cancer Institute) Algorithms and ideas for automated model completion. 

Nick Furnham (Cambridge) RAPPER: restraint-based conformer generation using crystallographic data. 

Kim Watson (Reading) GRID on the grid: a new workflow environment for high-throughput biological computing. 

Paul Emsley (York) Model-building tools in Coot, NCS tools, helices and strands. 

