e CRISPResso02

Analysis of genome editing outcomes
from deep sequencing data

Sox11a_crRNAT
CRISPResso2 run information

Alignment statistics Run Parameters
100.0% 100.0%
96.0% (4800) 92.7%
—~72.0% (3600)
o
S
o\o
(%2}
[0}
=
© 48.0% (2400)
o
[}
w
24.0% (1200)
0.0% (0)
READS READS AFTER READS
ININPUTS PREPROCESSING ALIGNED
(5000) (5000) (4633)

Figure 1a: The number of reads in input fastgs, after preprocessing, and after alignment to amplicons.
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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.
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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.
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Figure 2b: Nucleotide distribution around the sgRNA ACACCGTGGCGAAACGGACCTAG.
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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

Mutation position distribution

81.4% (3773)-

65.2% (3018)-

 48.9% (2263)1

32.6% (1509)-

Sequences: % Total ( no. )

16.3% (754)

0.0% (0)_ A o teee SR, R a8 e 8 2 AR A0 AATR el
0 45 90 135 180 225 270

Reference amplicon position (bp)

Quantification window
— Insertions
—— Deletions
—— Substitutions
----- Predicted cleavage position
sgRNA

Figure 4b: Frequency of insertions (red), deletions (purple), and substitutions (green) across the entire
amplicon, including modifications outside of the quantification window.
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Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
AGACGTGGAAACGCGACCTAG. 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.
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Figure 1a: The number of reads in input fastgs, after preprocessing, and after alignment to amplicons.
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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.
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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 freguency table

Reference

- o 0 >

I Insertion
Il Deletion
Quantification window

Figure 2b: Nucleotide distribution around the sgRNA GCGAGCAACTCGTCGTCTCA.
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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)
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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.
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Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
CGGCAGCCAAGTCGTCGTCTCA. 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 freguency table
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Figure 1a: The number of reads in input fastgs, after preprocessing, and after alignment to amplicons.
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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
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Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
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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.
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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.
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Figure 2b: Nucleotide distribution around the sgRNA GCAACTCGAAGCTGAGAACCC.
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Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
GGAACTCGCAAGTGAGCAACCG. 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.
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Figure 1a: The number of reads in input fastgs, after preprocessing, and after alignment to amplicons.
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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.
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Figure 2b: Nucleotide distribution around the sgRNA GCGAGCGAGACCACAGACACCC.
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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

CATCATTTCGCTCTCCTCGGTGTCTGTGGTCTCTCGCG AC-Reference

7
Q

A
Z
>

35% (433 reads
25% (382 reads
49% (347 reads
37% (249 reads
16% (239 reads
64% (215 reads
12% (191 reads
56% (165 reads
22% (149 reads
40% (111 reads)
.35% (109 reads)
58% (73 reads
51% (70 reads
27% (59 reads
25% (58 reads
73% (34 reads
73% (34 reads
71% (33 reads
71% (33 reads
52% (24 reads
50% (23 reads
45% (21 reads
.39% (18 reads
37% (17 reads
.35% (16 reads
32% (1
32% (1
.32% (1
.32% (1
.30% (1
.30% (1
1
1
1
1
1

R -
OO RINNO)
S o)
F 0= 0
R s e
O NONORENO N NONO!

|
O
- -

0 U Ne) () o

I I 5= E] ] R Pl EE IS - Kol ] En]

O OIOIO O A - O OIHIOIOI®
P P HIPHOIO O A4 H Ol 44
e IENoNel o] PR N NeoNe - Nel o] (eI
P A4 444000440 444

OO0 OO0 00O0-dH40004doOoe® ¢

OOOOOOOOOOOOOOOOOOOOO—‘-—*—\—\I\JI\J(JO(JO-P-PU'IU'I\ICDCO

O Ol O O OO0OO0O0O0-HO0O0O ! O O0O000O000 + O
r PO PP PP HPO P QPP OO O

>
r=H o OO O OHPOOOO OO O P

.26%
.24%
.22%
.22%
.22%

A A A A A AP P A A A 4400 A4 40 A4 A4 A A4 <4 40 -

OO0 000000O0O00Od 1000 140|000 " OO ®HOO
OO O-HO0O0O0OOOPOHAO-EADODODOOOORINOOOOG-HOO: OO
@4 404444 404040400 A4 4444 4440444406 - -
40 000000000040 440000000000 OOO0O0O0AHA0DO0
O A ddd4-4-d4d>»|4 41404004440 444444444 —4=40 - -
40 000000000000 AT4000H4H00000000000 40O
O+ A444 444> 4 444004440 444444444440 - -
PO 0000000000000 AA4000 400000000000 —400
O OHOO0OOOOIPIO-A1O0 1000000000000 0000000
DO 0000000000000 AHODOOOODODOOOOOOOO
OO 0000000000000 0000O0-10000000O0O0GO0OO
Q>»r ' >20>2>P2rP2>r2>20>02> 020022202 02>»2>»2>r2>0>2>2>>r02>»>r
>0 0000000406000 0>>00000600000600000>00

e
ol o A
o=Hlo] A4
O 00
e I e e B

A
G

O0000 T 0OH0O0OH0O0O0O0 0000000000000 0O0O0O0ODO0
222> >2EA2>2>HA>2>>> > >rrrrrrrzrrrr
T I I e T e T T T B B e B L B L B B e B e B R B R e e e e e
D000 0 000000000 0000000000000 0O0O0O0O0
>r2>2>2>r 202> 0>2>2>>r > rrrrrror
A4 444 404404444 A4 A4 A A4 A A A A4 A A4
A4 444 A4 A4 44444 A4 A4 A A4 A A A A4 A A4
A4 444 404404444 A4 A4 A A4 A A A A4 A A4 -
O0000 T 0OH0O0O A0 0000000000000 0O0O0O00O0
ONONONONOIENNNONNNONONONONONNENONONONONONONONONONONONONONONONONONONOR |
D000 00000D0D00D000 D000 00D0O0O0O0 0D0000000 06
A4 444 A4 A A4 A4 444 A4 A4 A A4 A A4 A A -A—4 A
D000 000D00000D000 D000D00D0O00O0: D000O0O0O0OO0
A4 A A4 4-d>A44>lA 444 A4 44444444 A4 4 A4
0D00000O0|0 OO0 D000 0O0O00: D000 O0O0O0O0 O
O000O0 0Ol Ol 0O 0 0O00D00DO00O00O0 I DOO0OOOOO0O0
A4 444 Bl 4ol 4 4 A4 44444444 AA 4 A4 444>

OO0OO00O0.
NIRINININI W W W WWWWWWARUTOIN~N~NNNNOTNIWANNSD 2 WAN W

OO
—
@

©)

—

@)

-

@

—

bold Substitutions
[ Insertions
- Deletions
------- Predicted cleavage position

Figure 9: Visualization of the distribution of identified alleles around the cleavage site for the sgRNA
GCGCACAGACCACAGACACCG. 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.
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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.
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