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Optimizing CRISPR-Cas9 Cleavage Efficiency Prediction
via Suffix Array-based Feature Engineering

Background & Motivation
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Methodology & Results
/
Preprocessing: Genome-wide sgRNA Occurrence:
~ ~ -
* human reference genome (hg38) FASTA fetch * binary search-based sgRNA(a total of 18651 records) matching
* suffix array construction * feature engineering for machine learning
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Distribution of Genome-wide sgRNA Occurrence Groups Genome-wide Occurrence vs CRISPR Efficiency
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CRISPR Efficiency across Genome-wide Occurrence Groups GC Content vs CRISPR Efficiency
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