Micro-Environment Perturbagen LINCS: studying micro-
environment signals, regulatory networks, and cellular phenotypes

Each cell-spot assesses response to a
specific microenvironmental perturbation
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LINCs MEMA A Row Layout

2576 Microenvironment Perturbations (MEPS)

Count of Replicate ECM Proteins In Each MEMA

MEMA Layout and Replicate Count
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