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ABSTRACT
Ever since the advent of high-throughput biology (e.g., the
Human Genome Project), integrating the large number of
diverse biological data sets has been considered as one of
the most important tasks for advancement in the biolog-
ical sciences. The life sciences also served as a blueprint
for complex integration tasks in the CS community, due to
the availability of a large number of highly heterogeneous
sources and the urgent integration needs. Whereas the early
days of research in this area were dominated by virtual inte-
gration, the currently most successful architecture uses ma-
terialization. Systems are built using ad-hoc techniques and
a large amount of scripting. However, recent years have
seen a shift in the understanding of what a ”data integra-
tion system” actually should do, revitalizing research in this
direction. In this tutorial, we review the past and current
state of data integration (exemplified by the Life Sciences)
and discuss recent trends in detail, which all pose challenges
for the database community.
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