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CRISPR Fly Stocks RNAI and CRISPR Screens in Fly Cells

» TRiP-CRISPR Overexpression collection (TRiP-OE) - for gene activation in somatic and germline cells We have developed a large suite of tools for bioinformatics applications relevant to research in flies, humans, and other species. For a full list,

Bioinformatics Resources

lease visit the Online Tools section of our website, fgr.hms.harvard.edu. Below we highlight three new resources.
» TRIP-CRISPR Knockout collection (TRiP-KO) - for mutagenesis in somatic and germline cells High-throughput screening in fly cultured cells P | e

» TRIP-CRISPR Toolbox - for stage- and tissue-specific Cas9 expression Pooled Scree N
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sgRNA Fly Stock Database (http://www.flyrnai.org/tools/grna_tracker/), Researchers can search TRiP-CRISPR stocks by gene
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