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> Summary and motivation

NESCent sponsors hackathons to work on open-
source biological software projects, as part of its
mission to foster cross-disciplinary evolution
research. NESCent sponsored the GMOD Tools for
Evolutionary Biology Hackathon (GMODEvoHack) in
November 2010.

This event brought together 31 participants for 5
intense work days to fill some critical gaps in the
capabilities of the GMOD tool set that limited their
usefulness in evolutionary research.

Attendees were a mix of bioinformaticists, software
developers, and informatics-savvy biologists.

In the thick of the action. This event was hosted at NESCent.

Early in the planning phase, the organizers defined
three broad work objectives:

> Emergent working groups

> GMODEvoHack work objectives . co PhyloBox | | -
1. Comparative aenomics visualization The 31 participants self-organized into Extend PhyloBox with more capabilities for interacting with other
2: Visuaplization ﬂf phylogenetic data and trees 8 groups using the Open Space Model. JavaScript components, also added a Perl server-side API
3. Population diversity and phenotypes support https://www.nescent.org/wg_gmodevohackathon/Open_Space_Model (WWW :PhY'OBOX) for embedding in web sites.
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These objectives were kept intentionally ver .
broad, in Iieeping with the uﬁique hackathoz even&é service API for comparative genomics data. Work with JBrowse_syn, PhyloBox and GMatchbox groups to enable

format. integration of these three technologies.
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Refactor GBrowse_syn to Br OWSCE Natural Diversity and Phenotypes in Chado (Chado ND)

fit more naturally into the o Bsyn Develop a prototype Rails application as a web interface to the new
> The hackathon format GBrowse 2.x-series codebase. Chado Natural Diversity (ND) module. Also, polish and further
document Chado's Phenotype module.
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participant  applications, @ and  chooses BioPerl Improve Galaxy's ability to integrate interactive tools, using HyPhy as

participants. Improving tree handling in BioPerl, especially large trees and the prototype application.

. . ) large numbers of small trees.
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R that good documentation
N was written.
o o sk The Chado Natural Diversity module working group solidified, and a
publication of their work is now pending.
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We are indebted to the enthusiasm and energy of the hackathon participants
that made the event a success. First steps toward JBrowse_syn: multiple regions in the same application instance.




