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Abstract

The majority of Molecular Biology experiments de-
pends on serial execution of different applications
to generate relevant results for future analyses. The
distinct input/output format standards of these ap-
plications require complex features for data import-
ing and exporting [1]. In addition, the applications
need to be viewed as “black boxes” and atomic units
for the workflow definitions, which can change ac-
cording to the complexity of the experiment, orig-
ining sophisticated analysis components [3].

Format differences are generally compensated
through human manipulation, leading to failures
and wrong results in large scale data, increasing er-
ror ratios and decreasing the quality of the final
information [2].

In this research, we propose an alternative
methodology to integrate heterogeneous applica-
tions using their properties and characteristics to
formalize generic and atomic components [4]. This
approach avoids translation failures of heteroge-
neous formats, implementing a intermediate XML
layer between each pair of applications. The mod-
elling for the composition and integration has orig-
inated a generic infra-structure for customizable
and flexible workflows. This has been supported
by a workflow definition language [5], automated
through software systems, supporting and improv-
ing analysis power for the researchers. We have
called this alternative methodology of the Gen-
Pipe.
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