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Figure 1a: The number of reads in input fastqs, after preprocessing, and after alignment to amplicons.
Data: Mapping statistics
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Figure 1b: Alignment and editing frequency of reads as determined by the percentage and number of
sequence reads showing unmodified and modified alleles.

Data: Quantification of editing

Nucleotide composition

Hover your mouse over the bottom image to zoom in on a specific region.

Figure 2a: Nucleotide distribution across amplicon. At each base in the reference amplicon, the percentage of
each base as observed in sequencing reads is shown (A = green; C = orange; G = yellow; T = purple). Black bars

show the percentage of reads for which that base was deleted. Brown bars between bases show the
percentage of reads having an insertion at that position.

Data: Nucleotide frequency table

Figure 2b: Nucleotide distribution around the sgRNA AGACGTGGAAACGGACCTAG.
Data: Nucleotide frequency in quantification window

Modification lengths

Summary Indels

Figure 3a: Frequency distribution of alleles with indels (blue) and without indels (red). Note that histograms are
clipped to show 99% of the data. To show all data, run using the parameter '--plot_histogram_outliers'.

(Maximum 113 not shown) (Minimum -104 not shown)
Data: Indel histogram

Indel characterization

All Modifications Combined All Modifications by Type Modifications in Quantification Window

Indel Lengths

Figure 4b: Frequency of insertions (red), deletions (purple), and substitutions (green) across the entire
amplicon, including modifications outside of the quantification window.

Data: Modification frequency

Allele plots

Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
AGACGTGGAAACGGACCTAG. Nucleotides are indicated by unique colors (A = green; C = red; G = yellow; T =

purple). Substitutions are shown in bold font. Red rectangles highlight inserted sequences. Horizontal dashed
lines indicate deleted sequences. The vertical dashed line indicates the predicted cleavage site.

Data: Allele frequency table
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Figure 1a: The number of reads in input fastqs, after preprocessing, and after alignment to amplicons.
Data: Mapping statistics
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Piechart Barplot

Figure 1b: Alignment and editing frequency of reads as determined by the percentage and number of
sequence reads showing unmodified and modified alleles.

Data: Quantification of editing

Nucleotide composition

Hover your mouse over the bottom image to zoom in on a specific region.

Figure 2a: Nucleotide distribution across amplicon. At each base in the reference amplicon, the percentage of
each base as observed in sequencing reads is shown (A = green; C = orange; G = yellow; T = purple). Black bars

show the percentage of reads for which that base was deleted. Brown bars between bases show the
percentage of reads having an insertion at that position.

Data: Nucleotide frequency table

Figure 2b: Nucleotide distribution around the sgRNA GGGAGCAAGTCGTCGTCTCA.
Data: Nucleotide frequency in quantification window

Modification lengths

Summary Indels

Figure 3a: Frequency distribution of alleles with indels (blue) and without indels (red). Note that histograms are
clipped to show 99% of the data. To show all data, run using the parameter '--plot_histogram_outliers'.

(Maximum 111 not shown) (Minimum -78 not shown)
Data: Indel histogram

Indel characterization

All Modifications Combined All Modifications by Type Modifications in Quantification Window

Indel Lengths

Figure 4b: Frequency of insertions (red), deletions (purple), and substitutions (green) across the entire
amplicon, including modifications outside of the quantification window.

Data: Modification frequency

Allele plots

Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
GGGAGCAAGTCGTCGTCTCA. Nucleotides are indicated by unique colors (A = green; C = red; G = yellow; T =

purple). Substitutions are shown in bold font. Red rectangles highlight inserted sequences. Horizontal dashed
lines indicate deleted sequences. The vertical dashed line indicates the predicted cleavage site.

Data: Allele frequency table
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Figure 1a: The number of reads in input fastqs, after preprocessing, and after alignment to amplicons.
Data: Mapping statistics
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Figure 1b: Alignment and editing frequency of reads as determined by the percentage and number of
sequence reads showing unmodified and modified alleles.

Data: Quantification of editing

Nucleotide composition

Hover your mouse over the bottom image to zoom in on a specific region.

Figure 2a: Nucleotide distribution across amplicon. At each base in the reference amplicon, the percentage of
each base as observed in sequencing reads is shown (A = green; C = orange; G = yellow; T = purple). Black bars

show the percentage of reads for which that base was deleted. Brown bars between bases show the
percentage of reads having an insertion at that position.

Data: Nucleotide frequency table

Figure 2b: Nucleotide distribution around the sgRNA CGAGCTCAAAGTTGGGCTGG.
Data: Nucleotide frequency in quantification window

Modification lengths

Summary Indels

Figure 3a: Frequency distribution of alleles with indels (blue) and without indels (red). Note that histograms are
clipped to show 99% of the data. To show all data, run using the parameter '--plot_histogram_outliers'.

(Maximum 118 not shown) (Minimum -89 not shown)
Data: Indel histogram

Indel characterization

All Modifications Combined All Modifications by Type Modifications in Quantification Window

Indel Lengths

Figure 4b: Frequency of insertions (red), deletions (purple), and substitutions (green) across the entire
amplicon, including modifications outside of the quantification window.

Data: Modification frequency

Allele plots

Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
CGAGCTCAAAGTTGGGCTGG. Nucleotides are indicated by unique colors (A = green; C = red; G = yellow; T =

purple). Substitutions are shown in bold font. Red rectangles highlight inserted sequences. Horizontal dashed
lines indicate deleted sequences. The vertical dashed line indicates the predicted cleavage site.

Data: Allele frequency table
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Figure 1a: The number of reads in input fastqs, after preprocessing, and after alignment to amplicons.
Data: Mapping statistics
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Piechart Barplot

Figure 1b: Alignment and editing frequency of reads as determined by the percentage and number of
sequence reads showing unmodified and modified alleles.

Data: Quantification of editing

Nucleotide composition

Hover your mouse over the bottom image to zoom in on a specific region.

Figure 2a: Nucleotide distribution across amplicon. At each base in the reference amplicon, the percentage of
each base as observed in sequencing reads is shown (A = green; C = orange; G = yellow; T = purple). Black bars

show the percentage of reads for which that base was deleted. Brown bars between bases show the
percentage of reads having an insertion at that position.

Data: Nucleotide frequency table

Figure 2b: Nucleotide distribution around the sgRNA GGAACTCGAAGTGAGAACCG.
Data: Nucleotide frequency in quantification window

Modification lengths

Summary Indels

Figure 3a: Frequency distribution of alleles with indels (blue) and without indels (red). Note that histograms are
clipped to show 99% of the data. To show all data, run using the parameter '--plot_histogram_outliers'.

(Maximum 46 not shown) (Minimum -62 not shown)
Data: Indel histogram

Indel characterization

All Modifications Combined All Modifications by Type Modifications in Quantification Window

Indel Lengths

Figure 4b: Frequency of insertions (red), deletions (purple), and substitutions (green) across the entire
amplicon, including modifications outside of the quantification window.

Data: Modification frequency

Allele plots

Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
GGAACTCGAAGTGAGAACCG. Nucleotides are indicated by unique colors (A = green; C = red; G = yellow; T =

purple). Substitutions are shown in bold font. Red rectangles highlight inserted sequences. Horizontal dashed
lines indicate deleted sequences. The vertical dashed line indicates the predicted cleavage site.

Data: Allele frequency table
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Figure 1a: The number of reads in input fastqs, after preprocessing, and after alignment to amplicons.
Data: Mapping statistics

Allele assignments

Piechart Barplot

Figure 1b: Alignment and editing frequency of reads as determined by the percentage and number of
sequence reads showing unmodified and modified alleles.

Data: Quantification of editing

Nucleotide composition

Hover your mouse over the bottom image to zoom in on a specific region.

Figure 2a: Nucleotide distribution across amplicon. At each base in the reference amplicon, the percentage of
each base as observed in sequencing reads is shown (A = green; C = orange; G = yellow; T = purple). Black bars

show the percentage of reads for which that base was deleted. Brown bars between bases show the
percentage of reads having an insertion at that position.

Data: Nucleotide frequency table

Figure 2b: Nucleotide distribution around the sgRNA GCGAGAGACCACAGACACCG.
Data: Nucleotide frequency in quantification window

Modification lengths

Summary Indels

Figure 3a: Frequency distribution of alleles with indels (blue) and without indels (red). Note that histograms are
clipped to show 99% of the data. To show all data, run using the parameter '--plot_histogram_outliers'.

(Maximum 83 not shown) (Minimum -83 not shown)
Data: Indel histogram

Indel characterization

All Modifications Combined All Modifications by Type Modifications in Quantification Window

Indel Lengths

Figure 4b: Frequency of insertions (red), deletions (purple), and substitutions (green) across the entire
amplicon, including modifications outside of the quantification window.

Data: Modification frequency

Allele plots

Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
GCGAGAGACCACAGACACCG. Nucleotides are indicated by unique colors (A = green; C = red; G = yellow; T =

purple). Substitutions are shown in bold font. Red rectangles highlight inserted sequences. Horizontal dashed
lines indicate deleted sequences. The vertical dashed line indicates the predicted cleavage site.

Data: Allele frequency table
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Figure 1a: The number of reads in input fastqs, after preprocessing, and after alignment to amplicons.
Data: Mapping statistics
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Figure 1b: Alignment and editing frequency of reads as determined by the percentage and number of
sequence reads showing unmodified and modified alleles.

Data: Quantification of editing
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Hover your mouse over the bottom image to zoom in on a specific region.

Figure 2a: Nucleotide distribution across amplicon. At each base in the reference amplicon, the percentage of
each base as observed in sequencing reads is shown (A = green; C = orange; G = yellow; T = purple). Black bars

show the percentage of reads for which that base was deleted. Brown bars between bases show the
percentage of reads having an insertion at that position.

Data: Nucleotide frequency table

Figure 2b: Nucleotide distribution around the sgRNA GCATGGCGCGAGCATGTACG.
Data: Nucleotide frequency in quantification window

Modification lengths

Summary Indels

Figure 3a: Frequency distribution of alleles with indels (blue) and without indels (red). Note that histograms are
clipped to show 99% of the data. To show all data, run using the parameter '--plot_histogram_outliers'.

(Maximum 183 not shown) (Minimum -40 not shown)
Data: Indel histogram
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Figure 4b: Frequency of insertions (red), deletions (purple), and substitutions (green) across the entire
amplicon, including modifications outside of the quantification window.

Data: Modification frequency

Allele plots

Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
GCATGGCGCGAGCATGTACG. Nucleotides are indicated by unique colors (A = green; C = red; G = yellow; T =

purple). Substitutions are shown in bold font. Red rectangles highlight inserted sequences. Horizontal dashed
lines indicate deleted sequences. The vertical dashed line indicates the predicted cleavage site.

Data: Allele frequency table
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