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Detecting CRISPR Gene Editing and its Signatures e seriyn temiir

Integrate cutting edge biology, bioinformatics, and data analytics technologies to develop robust tools for detecting CRISPR-based editing
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Discovery and Delivery of Inhibitors to Counter Gene Editing

Currently identifying chemical and biological inhibitors using an integrated biological & computational approach Pl: Brooke Harmon, LDRD

Optimizing delivery of Anti-CRISPR (Acr) proteins
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Versatile High-Throughput Fluorescence Assay for Monitoring Cas9
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In Silico Screen: Targeting “Allosteric Transducers”
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Naturally Occurring Anti-CRISPR Proteins
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Reordering genomic information for enhanced inference via compression analytics pi: christina Ting

23andMe: “Privacy is in our DNA”
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Reordering schemes

Correlation matrix of
SNVs in native sequence
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Classification Performance Metrics
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