Bioinformatics Research Rotation Presentations – November 23, 2012
Location: Lecture Theatre-BCCRC - 675 West 10th Avenue

AGENDA:
1:00 pm – 1:30 pm –PIZZA and Meet & Mingle
1:30 pm– 1:35 pm- Introduction –Carolyn Ch’ng– Moderator
1:35 pm – 1:50 pm – Plenary Speaker:  Tyler Funnell – Summer Rotation at Sanger Institute       
Computational Detection of Bound Proteins
Abstract: This presentation describes a method for computationally detecting locations of bound proteins within regions of open chromatin. Briefly, it fits a gaussian mixture model to DNaseI digestion frequency data obtained via a DNase-Seq assay. DNaseI is an enzyme that preferentially cuts regions of open chromatin. Proteins bound to DNA have a protective effect resulting in reduced levels of digestion, called footprints, within regions of DNaseI hypersensitivity.

This method was applied to DNase-seq data in hypersensitive regions surrounding locations of CTCF binding discovered using ChIP-seq. CTCF binding motif regions overlapping footprints showed higher mean levels of conservation than binding motif regions not overlapping a footprint. The mean conservation of footprint calls not overlapping a motif was higher than for the surrounding DNaseI hypersensitive regions, suggesting the presence of other proteins bound nearby.

1:50 pm – 1:55 pm – Questions on the presentation

1:55 pm – 2:05 pm – Presentation:  Shaun Jackman (Joerg Bohlmann & Inanc Birol, UBC)
                     “Annotation of the cytochrome P450 gene family CYP720B in white spruce”
2:05 pm – 2: 10pm – Questions on the presentation

2:10 pm – 2:20 pm – Presentation:  Jake Lever (Art Cherkasov –Prostate Centre, VGH)
        “Development of novel QSAR and cheminformatics approaches for scoring protein-ligand interaction”
2:20 am- 2:25 am – Questions on the presentation

2:25 pm -2:35  pm– Presentation: Sarah Perez (Paul Pavlidis -CHiBi, UBC)


        "Constructing and Analyzing the Super Mammalian Connectome''.
2:35 pm – 2:40 pm – Questions on the presentation

