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Figure S15: Uncropped western blots used to make Figure 5E/F. Images in 5E were
generated from the boxed regions in each plot, which are in each case the replicate
most representative of the average shown in Figure 5F.
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Data S1: Plasmids used in the study and individual sgRNA sequences used.
e Plasmids_Used: Plasmid table for this study
e sgRNAs_Used: sgRNA sequences used for individual sgRNA sequences

Data S2: Information about sgRNA libraries related to Figure S8 and Figure 3.
Sequencing and CasTLE analysis results from the whole-genome screen and sublibrary
screens. Comparison of individual validation data to sublibrary screen data.

e WGS_ sgRNAs: sgRNA sequences and target genes in the whole-genome
screen

e TA_WGS: CasTLE analysis of the whole-genome screen (TA screen HiLITR
configuration)

e Sublibrary _sgRNAs: sgRNA sequences and target genes in the sublibrary
screens

e TA/SA/ER_Sublibrary: CasTLE analysis of the sublibrary screens (TA/SA/ER
screen HILITR configurations)

e Sublibrary_Comparison: Comparison of combined-replicate CasTLE analysis
across the TA/SA/ER sublibrary screens.

e Hits&Validation: Sublibrary screen data for genes mentioned in main and
supplementary figures, with independent validation data appended where
applicable.
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