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sbv IMPROVER Network Verification Platform

sbv IMPROVER (systems biology verification and Industrial Methodology for PROcess VErification in
Research) IS a robust methodology that verifies systems biology approaches using
double-blind performance assessment and applies the wisdom of crowds to solve
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The sbv IMPROVER project, the website and the Symposia are part of a collaborative project designed to enable
scientists to learn about and contribute to the development of a new crowd sourcing method for verification of
scientific data and results. The project team includes scientists from Philip Morris International's (PMI) Research
and Development department and IBM's Thomas J. Watson Research Center. The project is funded by PMI.
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