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and analysis is still required to identify interesting
pathways in a particular data set. To simplify this
process, we are planning to develop an API which will
enable programmatic access to iPath by end users and
other software packages. Combined with other tools de-
veloped by our group, such as iTOL(17) and
SmashCommunity (11), iPath will become an integral
part of a Pathway-analysis-suite and will also contain
more functionality, for example, to display differences
between two data sets.
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