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Presentation Notes
Computational analyses in Big Data molecular and cell biology are often organized in modules. Each step has a data input, either from a file, or from a database connection. A program executes some algorithm based on the given input and writes some output to another file or to a database. This computational framework has much in common with how functions are used to manage complexity in computer programs — the modularity enables abstraction and reuse of code. Therefore, although the entire analysis could in principle be performed by a single program, splitting it into multiple programs clarifies the purpose of each module and enables reuse of code.
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