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This document contains the list of talks and the 6 presentations showed during the seminar on prospects of genome compression held in Geneva on 20th October 2015.


Date: 
20th October (Tuesday), 2015

Time: 2pm - 7pm,

Venue:
Crowne Plaza Hotel in Geneva
Avenue Louis-Casai 75, 1216 Cointrin, Switzerland

Organizing Committee:
Marco Mattavelli (EPFL), Joern Ostermann (TNT), Ioannis Xenarios (SIB-SwissProt)

Agenda
The workshop featured the following oral presentations: 

· Ioannis Xenarios - Swiss Institute of Bioinformatics - Vital-IT - SwissProt, CH
Need to prepare to get everybody sequenced in the future: from womb to tomb - MPEG the movie of your life

· Guy Cochrane - European Bioinformatics Institute, UK
Sequence data compression in the wild

· James Bonfield - Wellcome Trust Sanger Institute, UK
CRAM implementation & future directions

· Noah Daniels - Massachusetts Institute of Technology, US
Entropy-scaling Search of Massive Biological Data

· Lukasz Roguski - Centro Nacional de Análisis Genómico (CNAG), Centre for Genomic Regulation (CRG)/Barcelona Institute of Science and Technology (BIST), ES
Paolo Ribeca - Integrative Biology, The Pirbright Institute, Woking, UK
Flexible compressed storage of genomic information beyond file formats: our experience with CARGO

· Daniel Greenfield - PetaGene, UK
Lossy compression of genomics datasets


The seminar was closed by a panel around these questions

1. What are your forecasts for the near/medium future on sequencing data throughput?
2. Which are the main challenges in your field form the increasing volumes of sequencing data?
3. Do you think that genome compression will play a role in facing these challenges?
4. Which features and performance do you expect from a new approach to genomic information representation? 
5. Are quality scores still appropriate in representing sequence reads uncertainty?
6. Are you expecting new types of quality scores and metadata in the near future?
7. Is lossy quality scores compression a viable solution to reduce the amount of genomic data to be managed by downstream applications?
8. Are existing formats (FastQ, SAM/BAM) still appropriate to cope with new challenges?

