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The sgRNA design algorithm for CRISPRn screens mvllia.

Training dataset of ~46,000 sgRNAs from published and in-house data sources
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CRISPR screens to target essential and mvllia.
non-essential genes

Lentiviral sgRNA library
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Ranking sgRNA activities based on the myllia.

~ 50 sgRNAs against each gene to cover the CDS
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FACS-based CRISPR screen to monitor CD59 localization m-/lliq,
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CD59 localization to evaluate sgRNAs for targeting

non-essential genes

_sgRNA ranking

to Myllia,
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myllia.

« Mpyllia’s sgRNA design algorithm selects highly active sgRNA sequences for CRISPR screening
« Our custom sgRNAs enable highly specific targeting of both essential and non-essential genes

« Our sgRNA designs appear to be superior to other publicly available libraries
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