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The RNAi Screening Facility offers a fully automated high-throughput and high-content microscopy-

based screening platform. This includes manufacturing human genome-wide siRNA microarrays and 

multiwell plates, automated time-lapse microscopy of human cells transfected on those arrays or 

multiwell plates and computerized analysis of the phenotypes by digital image processing. A further 

decisive point is related to the enhancement of existing technologies in terms of fully automation and, 

in parallel, the implementation of data management tools using novel standards for monitoring, 

controlling and storing of the data in a highly efficient way. Furthermore, the group acts as an interface 

between the underlying biological applications and the successful integration of novel technologies 

developed by our collaboration partners within VIROQUANT. 
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