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DESCRIPTION 

In 2010 the Human Proteome Organisation launched the Human Proteomic Project (HPP), 
aimed at cataloguing the protein information arising from the plethora of worldwide 
proteomic based studies.  To support complete coverage, one arm of the project will take a 
gene- or chromosomal-centric strategy (C-HPP). The approach to dividing labour in this 
international effort has been to assign each of the 24 human chromosomes to one or more 
countries. In this scheme, the Australian/New Zealand consortium has been assigned 
Chromosome 7, as this chromosome contains various genetic markers associated with 
diseases relevant to the Australian population. 
 
Despite multiple large international biological databases housing genomic and protein data, 
there is currently no single system that integrates up-to-date pertinent information from 
each of these data repositories and assembles the information into a format suitable for a 
global proteomics effort of the type proposed by the C-HPP.   
 
We have undertaken to produce a data integration and analysis software system for the C-
HPP effort and to make data collections from this resource discoverable through ANDS's 
Research Data Australia. Whilst the software is being designed to be ultimately species and 
chromosome independent, the initial focus is on the development of a resource for Human 
Chromosome 7.   
 
During the first phase, up to 4 widely used data sources are being integrated into a web 
browser interface designed to display an overview of the current evidence supporting the 
identification of various gene products across the chromosome, such as protein expression, 
modification and disease association, with the ability to drill down to the original data.  Our 
design allows for easy addition of both new data sources and data categories which would be 
incorporated in the second phase.  
 
We will present our vision and progress towards the goal of developing a comprehensive 
data integration and analysis software tool that provides a snapshot of our current 
proteomic knowledge and will ultimately assist analysing biological function, and the study 
of human disease.   
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