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Metadata file

Metadata table 1: this table includes the Lab_sgRNA_id, Protospacer (without PAM), Protospacer (PAM), Chr, Start, End, Strand, Protospacer length, Protospacer (PAM) length, Primer_Forward, Primer_Reverse. This table contains information for 110 sgRNA target sites across 13 loci in the human genome (hg38).

Metadata table 2: list of CHANGE-seq identified on- and off-target sites for the 110 sgRNA target sites from the Metadata table 1. This table includes the target site name, the off-target sequence, chr, start, end, strand and genomic coordinate from the identified off-target sites, as well as the number of mismatches to the intended target site. This table also includes the intended target site (on-target) sequence and CHANGE-seq read counts.

Metadata table 3: list of GUIDE-seq identified on- and off-target sites for a subset of sites listed in Metadata table 1 (59 sgRNA target sites). This table includes the target site name, the off-target sequence, chr, start, end, strand and genomic coordinate from the identified off-target sites, as well as the number of mismatches to the intended target site. This table also includes the intended target site (on-target) sequence, GUIDE-seq read counts and the number of GUIDE-seq runs performed for the respective target site (replicates).

Metadata table 4: list of primers used for targeted sequencing (standard target sequencing or rhAmpSeq), for validation of the off-target sites identified by CHANGE-seq and by GUIDE-seq in human primary T cells. This list includes primers used in a standard target sequencing approach, containing the target name based on the intended target site name, off-target genomic coordinate, strand, off-target sequence, CHANGE-seq reads, number of mismatches and classification according to CHANGE-seq enrichment, number of mismatches and the presence in the GUIDE-seq dataset. Forward and reverse primers are listed. Primers used in the rhAmpSeq method are listed according to the sgRNA target site.

Data file

Data table 1: this table includes the total number of sites identified by CHANGE-seq for each one of the 110 sgRNA target sites evaluated and described in the Metadata table 1 (sgRNA target sites). This table corresponds to Figure 2B of Lazzarotto et al., 2020.

Data table 2: this table includes the specificity ratio measured by CHANGE-seq for each one of the 110 sgRNA target sites evaluated and described in the Metadata table 1 (sgRNA target sites). This table corresponds to Figure 2C of Lazzarotto et al., 2020.

Data table 3: this table contains a list of on-target site targeted sequencing counts. This table corresponds to Figure 2D of Lazzarotto et al., 2020.

Data table 4: this table includes the total number of sites identified by GUIDE-seq for a subset of sites listed in Metadata table 1 (59 sgRNA target sites). This table corresponds to Figure 4A of Lazzarotto et al., 2020.

Data table 5: this table contains a list of off-target site targeted sequencing counts (standard targeted sequencing).

Data table 6: this table contains a list of off-target site targeted sequencing counts (rhAmpSeq).
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