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Tutorial at BITS 2017 - Workflow management of bioinformatics data unsing Orange
Developed in Python, Orange is an open-source toolkit that provides great support for data
visualization, machine learning and data mining tasks in terms of workflow management and
embedded functionalities. With wellknown Python libraries that work behind the scenes (e.g.,
numpy, scipy and scikit-learn), Orange provides a nice and easy-to-use visual programming
front-end aimed at performing interactive data visualization and analysis. In this tutorial,
some examples of relevant problems that bioinformaticians may
have to solve during their everyday work are analyzed and handled using Orange –with
specific focus on its ability of supporting the user in the definition of suitable workflows able
to provide schematic and practical
solutions.
Summary of the Talk
The tutorial will be focused on the following aspects:
•
•
•
•

Introduction to data mining, data analysis and workflow management;
Notes on the Orange application and its underlying technology;
A look at the default tabs of Orange (i.e., “Data”, “Visualize”, “Classify”,“Regression”, and
so on);
Contents of the “Bioinformatics” tab (optional);

•
•

Examples of relevant bioinformatics problems and their handling with Orange in terms
of workflow management;
How to embed user-defined libraries and algorithms in Orange.

