Pufendorf symposium BIOINFORMATICS – 
From Sequences to Systems Biology and Beyond 
When: 10th June, 2014, at 08.30-17.00
Place: Elite Hotel Ideon, Ideon Gateway, Scheelevägen 27, Lund, SWEDEN
	Time
	Title
	Speaker 

	08.30-09.00
	Registration and coffee
	

	09.00
	Welcome address
	Professor Mauno Vihinen, Lund University, SWEDEN

	09.00-09.50

	Human Variome Project
	Professor Richard Cotton, Human Variome Project International Limited, AUSTRALIA

	09.50-10.05

	A machine learning-based method to predict protein disorder due to amino acid substitution
	PhD Siddhaling Urolagin, Lund University, SWEDEN

	10.05-10.35
	Coffee break
	

	10.35-11.25


	Bioinformatics in studies of protein function and Bioinformatics infrastructures on Swedish and European levels
	Professor Bengt Persson, Uppsala University, SWEDEN

	11.25-11.40

	Discriminative prediction of A-to-I RNA editing events from DNA sequence
	PhD Jiangming Sun, Lund University, SWEDEN

	11.40-11.55


	Identification of genetic variation influencing DNA methylation in a genome-wide MQTL analysis in human adipose tissue shows impact on gene expression and obesity related traits
	PhD student Petr Volkov, Lund University, SWEDEN

	11.55-13.00
	Lunch
	

	13.00-13.45
	Poster session
	

	13.45-14.35

	Systems biology: Analysis and integration of large-scale molecular and clinical data in cancers
	Professor Sampsa Hautaniemi University of Helsinki, FINLAND

	14.35-14.50

	Identification of core T cell network based on immunome interactome
	PhD student Gabriel Teku, Lund University, SWEDEN 

	14.50-15.05


	Unmasking the story behind the (in)famous genome-wide significant p-value threshold
	PhD João Fadista, Lund University, SWEDEN

	15.05-15.35
	Coffeebreak
	

	15.35-16.25


	Monte Carlo approach to protein folding and interaction Stefan är associate professor vid LU.
	Ass Professor Stefan Wallin, Lund University, Lund, SWEDEN

	16.25-16.40


	Type 2 diabetes number one gene TCF7L2 study: combining statistical physics with bioinformatics
	PhD Nikolay Oskolkov, Lund University, SWEDEN

	16.40-16.55


	Whole genome sequencing-based reconstruction of exact fusion sequences at chromosomal rearrangements in cancer samples for their detection in patient blood by PCR
	PhD Christof Winter, Lund University, SWEDEN

	16.55-17.00
	Summing up 
	Professor Mauno Vihinen, Lund University, SWEDEN


