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Map mashups combine content from multiple sources into a 
new workspace and visually superimpose various types of 
data on a map. Mashups provide a rich representation of 
integrated data gathered from several sources, which is 
useful in scientific data analysis. Genome maps for mashups 
can be served by an arbitrary source, such as Ensembl, and 
data can come from XML sources or files, for instance 
GeneCards. Mashups can be interactively constructed in 
several ways, by either adding new kinds of data to the 
display, adding textual annotations to the existing items, or 
adding markers or graphics. In this manner, visual data 
representations are enriched to support the researcher's 
understanding of data relationships.

Mashups gain additional power from showing data in the 
context of an existing ontology, such as GO. This allows one 
to semantically relate data from different sources and fosters 
correct data interpretation by both humans and computers. 
Ontologies, in particular, have the potential to add additional 
semantic perspectives to the complex picture of data 
relationships. Moreover, combining XML with ontological 
concepts provides access to semantics-enabled services, such 
as semantic similarity search [1]. In this respect, our 
approach extends previous work by utilizing ontological data 
annotations.

This demo presents a semantic mashup extension of 
BioXMash [2], an interactive XML data integration tool which 
collaborates with VisGenome [3] browser and with SOQA [4], 
a language-independent ontology API. BioXMash integrates 
data from XML sources, ontologies, and biological maps and 
shows several facets of the available data in one workspace. 
We demonstrate how a biologist produces mashups 
interactively, without programming, by selecting data from a 
large XML file repository, adding it to a genome map, and 
producing a mapping mashup presenting integrated data in 
map context. BioXMash offers textual search in XML paths, 
path statistics, and ontologies, and supports visual 
verification of data values. Our demo employs Ensembl maps, 
2 GB of data from GeneCards, and local access to GO via 
SOQA. The SOQA Browser accesses ontologies via mashup 
maps and VisGenome, triggered by clicking on XML data 
annotations and GO concept names.
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