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towards a systems-level understanding of gene regulation and cellular systems. Welcome to all!

compbio.mit.edu/recombsat

The Joint RECOMB Satellite meeting on Regulatory Genomics, Systems Biology, and DREAM4 will be at MIT, jointly
held by the Broad Institute of MIT and Harvard, and the MIT Computer Science and Artificial Intelligence Lab(CSAIL).

The goal of the meeting is to bring together computational and experimental scientists in the area of regulatory
genomics and systems biology, to discuss current research directions, latest findings, and establish new collaborations
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