col0 Summary

Processed by COPILOT

Summary EAGENSE

Parameters

Iteration of Filtering
Mitochondrial Expression Threshold
Top High Quality Cell Filtered

Doublet Removed

Cell Stats

Estimated Number of High Quality Cell

High Quality Cell

Total UMI Counts in High Quality Cell

UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold
Estimated Doublet Rate in High Quality Cell

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology
Species

Transcriptome

Sample Stats

Sample
Name
Source
Genotype
Transgene
Treatment
Age
Timepoint
Rep
Target Cells
Date

Seq Run

UMI Counts Histogram

8,000 1

6,000 1

4,000 1

Fregency

2,000 1

B high quaity (6779)
low quality (60235)

. percent mt >= 5 (5933)
top 1% (69)

100 1,000

10,000 100,000

UMI Counts

Number of Genes Histogram

6,000 1

4,000 1

Fregency

2,000 1

100 316

Barcode Rank Plot

100,000 1

10,000 1

UMI Counts

1,000 1

1001

1,000 3,162 10,000

Number of Genes

100 1,000 10,000 100,000

Barcodes



dcl Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering 15 000 ]

Mitochondrial Expression Threshold B nioh quality (3471)
. . . low quality (71105)
Top High Quality Cell Filtered B cercent mt o= 5
Doublet Removed top 1% (36)
10,000 A

>

c

]

o
Cell Stats i

5,000 1

Estimated Number of High Quality Cell
High Quality Cell

Total UMI Counts in High Quality Cell
UMI Counts in High Quality Cell 01 e

Median UMI Counts per High Quality Cell 100 1,000 10,000 100,000
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

UMI Counts

12,0001

Sequencing Stats

9,000 1

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts

Sequencing Technology

6,000

Fregency

Species 3,000

Transcriptome

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name
Source Barcode Rank Plot
Genotype
Transgene
Treatment 100,000
Age
Timepoint
Rep 10,0001
Target Cells
Date

Seq Run

UMI Counts

1,000 1

1001

1 10 100 1,000 10,000 100,000

Barcodes



dc2 Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering

Mitochondrial Expression Threshold B nioh quality (3371)
. . . low quality (70394)
Top High Quality Cell Filtered 5.000- B cercent mt = 5 (109)
Doublet Removed top 1% (35)
>
S 6,000
()
o
Cell Stats i
Estimated Number of High Quality Cell 3,000-

High Quality Cell

Total UMI Counts in High Quality Cell
UMI Counts in High Quality Cell 04 —

Median UMI Counts per High Quality Cell 100 1,000 10,000 100,000
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

UMI Counts

8,000 1

Sequencing Stats

Number of Reads Processed 6,000 1

Reads Pseudoaligned
Reads on Whitelist
Total UMI Counts
Sequencing Technology

4,000 1

Fregency

Species 2,000

Transcriptome

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name
Source Barcode Rank Plot
Genotype
Transgene
Treatment 100,000
Age
Timepoint
Rep 10,000
Target Cells
Date

Seq Run

UMI Counts

1,000 1

1001

1 10 100 1,000 10,000 100,000

Barcodes



ppl Summary

Processed by COPILOT

Summary EAGENSE

Parameters

Iteration of Filtering
Mitochondrial Expression Threshold
Top High Quality Cell Filtered

Doublet Removed

Cell Stats

Estimated Number of High Quality Cell

High Quality Cell

Total UMI Counts in High Quality Cell

UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold
Estimated Doublet Rate in High Quality Cell

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology
Species

Transcriptome

Sample Stats

Sample
Name
Source
Genotype
Transgene
Treatment
Age
Timepoint
Rep
Target Cells
Date

Seq Run

UMI Counts Histogram

B nioh quaiity (8168)
9,000 1 low quality (60842)
. percent mt >= 5 (33)
top 1% (83)
3 6,000
C
Q
O
g
L
3,000
0 e ——
100 1,000 10,000 100,000
UMI Counts
Number of Genes Histogram
8,000
6,000
>
O
$ 4,000
O
Q
|-
L
2,0001
0 IR et
100 316 1,000 3,162 10,000
Number of Genes
Barcode Rank Plot
100,000
% 10,000 1
C
>
(@]
&)
s
o
1,000
1001
1 10 100 1,000 10,000 100,000

Barcodes



SC_1 Summary

Processed by COPILOT

Summary EAGENSE

Parameters

Iteration of Filtering
Mitochondrial Expression Threshold
Top High Quality Cell Filtered

Doublet Removed

Cell Stats

Estimated Number of High Quality Cell

High Quality Cell

Total UMI Counts in High Quality Cell

UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold
Estimated Doublet Rate in High Quality Cell

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology
Species

Transcriptome

Sample Stats

Sample
Name
Source
Genotype
Transgene
Treatment
Age
Timepoint
Rep
Target Cells
Date

Seq Run

UMI Counts Histogram

10,000 1

Fregency

5,000 1

B nioh quaiity (10598)
low quality (56105)

. percent mt >= 5 (5393)
top 1% (108)

1,000 10,000 100,000

UMI Counts

Number of Genes Histogram

7,500 1

5,000 1

Fregency

2,500 1

100 316

Barcode Rank Plot

100,000 1

10,000 1

UMI Counts

1,000 1

1001

1,000 3,162 10,000

Number of Genes

100 1,000 10,000 100,000

Barcodes



sc_9 at Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram
Iteration of Filtering 12,500
Mitochondrial Expression Threshold B nioh quality (3926)
. . . low quality (60665)
Top High Quality Cell Filtered 10,0001 B percent mt >= 5 (1876)
Doublet Removed top 1% (40)
7,500 1
9
o
o
Cell Stats = 5,000 1

Estimated Number of High Quality Cell
High Quality Cell

Total UMI Counts in High Quality Cell
UMI Counts in High Quality Cell 01
Median UMI Counts per High Quality Cell

Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

2,500 1

100 1,000 10,000 100,000

UMI Counts

8,000 1

Sequencing Stats

6,000 1
Number of Reads Processed

Reads Pseudoaligned
Reads on Whitelist
Total UMI Counts
Sequencing Technology

4,000 1

Fregency

Species 2,000

Transcriptome

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name
Barcode Rank Plot
Source
Genotype
Transgene
Treatment
100,000 1
Age
Timepoint
Rep
10,000 1
Target Cells
Date

Seq Run

UMI Counts

1,000 1

1001

1 10 100 1,000 10,000 100,000

Barcodes



sc_10 at Summary

Processed by COPILOT

Parameters

Iteration of Filtering
Mitochondrial Expression Threshold
Top High Quality Cell Filtered

Doublet Removed

Cell Stats

Estimated Number of High Quality Cell
High Quality Cell

Total UMI Counts in High Quality Cell
UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology
Species

Transcriptome

Sample Stats

Sample
Name
Source
Genotype
Transgene
Treatment
Age
Timepoint
Rep
Target Cells
Date

Seq Run

5%
1%

Yes

10,040
13.38 %
100,751,671
75.06 %
5,553

2,279
25,502
69.11 %
7.51%

300,927,223

90.4 %

92.36 %
134,231,998

10xv3

Arabidopsis thaliana
TAIR10

sc_10

Rice 1 cm and Arabidopsis
Benfey lab
X.Kitaake; WT Col-0
NA

Untreated

2 _day

NA

NA

20,000

2019-12-18
Nolan_6131

UMI Counts Histogram

6,000 1

4,000 1

Fregency

2,000 1

Summary

B nigh quality (10040)
low quality (13040)

. percent mt >= 5 (51866)
top 1% (102)

100

10,000

UMI Counts

Number of Genes Histogram

5,000 1

4,000 1

3,000 1

Fregency

2,000 1

1,000 1

100,000

100 316

Barcode Rank Plot

100,000 1

31,622

10,000 1

3,162 1

UMI Counts

1,000 1

316 1

100 1

1,000

3,162 10,000

Number of Genes

100

Barcodes

1,000 10,000 100,000

Analysis



sc_11 Summary

Processed by COPILOT

Summary EAGENSE

Parameters

Iteration of Filtering
Mitochondrial Expression Threshold
Top High Quality Cell Filtered

Doublet Removed

Cell Stats

Estimated Number of High Quality Cell

High Quality Cell

Total UMI Counts in High Quality Cell

UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold
Estimated Doublet Rate in High Quality Cell

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology
Species

Transcriptome

Sample Stats

Sample
Name
Source
Genotype
Transgene
Treatment
Age
Timepoint
Rep
Target Cells
Date

Seq Run

UMI Counts Histogram

7,500 1

5,000 1

Fregency

2,500 1

B high quality (9913)
low quality (54750)

. percent mt >= 5 (6255)
top 1% (101)

100

Number of Genes Histogram

6,000 1

4,000 A

Fregency

2,000 A

10,000 100,000

UMI Counts

Barcode Rank Plot

100,000 A

10,000 1

UMI Counts

1,000 A

1001

1,000 3,162 10,000

Number of Genes

wde?

100 1,000 10,000 100,000

Barcodes



sC_12 Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering

Mitochondrial Expression Threshold I nioh quality (11236)
Top High Quality Cell Filtered 7,500 low quality (65726)
. percent mt >= 5 (5593)

Doublet Removed top 1% (114)

3 5,000

C

(0]

o
Cell Stats £

2,500 1

Estimated Number of High Quality Cell
High Quality Cell i
Total UMI Counts in High Quality Cell b

UMI Counts in High Quality Cell 01 N ——
Median UMI Counts per High Quality Cell 100 1,000 10,000 100,000
Median Genes per High Quality Cell UMI Counts

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

6,000 1

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned i
Reads on Whitelist
Total UMI Counts

Sequencing Technology 2,000

Fregency

Species

Transcriptome i

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name

Barcode Rank Plot
Source
Genotype
Transgene
Treatment

100,000 1

Age
Timepoint
Rep 10,000
Target Cells
Date

Seq Run ©

1,000 1

UMI Counts

1001

1 10 100 1,000 10,000 100,000

Barcodes



sc_20 Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering 12,500

Mitochondrial Expression Threshold I nioh quality (14064)
Top High Quality Cell Filtered 10,000- low quality (57398)
. percent mt >= 5 (673)
Doublet Removed top 1% (143)
7,500 1

>

(@]

C

(0]

o
Cell Stats L 5,000 1

Estimated Number of High Quality Cell

High Quality Cell 201 '
Total UMI Counts in High Quality Cell E

UMI Counts in High Quality Cell 0 L
Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold
Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

100 1,000 10,000 100,000

UMI Counts

10,000 1

Sequencing Stats

7,500 A
Number of Reads Processed

Reads Pseudoaligned
Reads on Whitelist
Total UMI Counts
Sequencing Technology

5,000 1

Fregency

Species 2,500 ]

Transcriptome

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name
Source Barcode Rank Plot
Genotype
Transgene 100000,
Treatment
Age
Timepoint
Rep 10,0001
Target Cells
Date

Seq Run 1,000

UMI Counts

1001

1 10 100 1,000 10,000 100,000

Barcodes



sc_21 Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering 12,500

Mitochondrial Expression Threshold I nioh quality (10478)
. . . li
Top High Quality Cell Filtered 10,000 low quality (60553)
. percent mt >= 5 (379)
Doublet Removed top 1% (106)
7,500 1
>
O
c
]
o
Cell Stats £ 5,000

Estimated Number of High Quality Cell
High Quality Cell

Total UMI Counts in High Quality Cell -
UMI Counts in High Quality Cell 01 -
Median UMI Counts per High Quality Cell 100 1,000 10,000 100,000
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

2,500 1

UMI Counts

10,000 1

Sequencing Stats

7,500

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology

5,000 1

Fregency

Species 2,300

Transcriptome i

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name
Source Barcode Rank Plot
Genotype
Transgene .
Treatment
Age
Timepoint
Rep 10,000
Target Cells
Date

Seq Run 1,000+

UMI Counts

100 1

1 10 100 1,000 10,000 100,000

Barcodes



SC_25 Summary

Processed by COPILOT

Parameters

Iteration of Filtering
Mitochondrial Expression Threshold
Top High Quality Cell Filtered

Doublet Removed

Cell Stats

Estimated Number of High Quality Cell

High Quality Cell

Total UMI Counts in High Quality Cell

UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold
Estimated Doublet Rate in High Quality Cell

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology
Species

Transcriptome

Sample Stats

Sample
Name
Source
Genotype
Transgene
Treatment
Age
Timepoint
Rep
Target Cells
Date

Seq Run

UMI Counts Histogram

8,000 1

6,000 1

4,000 1

Fregency

2,000 1

Summary

B high quaiity (8246)
low quality (57509)
. percent mt >= 5 (979)

top 1% (84)
-'-
04 P L
100 1,000 10,000 100,000
UMI Counts

Number of Genes Histogram

6,000 1

4,000 1

Fregency

2,000 1

100 316

Barcode Rank Plot

100,000 1

10,000 1

UMI Counts

1,000 1

1001

1,000 3,162 10,000

Number of Genes

100 1,000 10,000

Barcodes

Analysis

100,000



sc_30 Summary

Processed by COPILOT

Summary EAGENSE

Parameters

Iteration of Filtering
Mitochondrial Expression Threshold
Top High Quality Cell Filtered

Doublet Removed

Cell Stats

Estimated Number of High Quality Cell

High Quality Cell

Total UMI Counts in High Quality Cell

UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold
Estimated Doublet Rate in High Quality Cell

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology
Species

Transcriptome

Sample Stats

Sample
Name
Source
Genotype
Transgene
Treatment
Age
Timepoint
Rep
Target Cells
Date

Seq Run

UMI Counts Histogram

10,000

7,500 1

5,000 1

Fregency

2,500 1

B nioh quaiity (11118)
low quality (60184)

. percent mt >= 5 (3533)
top 1% (113)

100

1,000 10,000 100,000

UMI Counts

Number of Genes Histogram

6,000 1

4,000 ~

Fregency

2,000 1

Barcode Rank Plot

100,000 1
31,622
10,000 A

3,162 1

UMI Counts

1,000 1

3161

1001

1,000 3,162 10,000

Number of Genes

100 1,000 10,000 100,000

Barcodes



sc_31 Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering 10,000
Mitochondrial Expression Threshold B nioh quality (9443)
Top High Quality Cell Filtered fow quallty (53619)

B percent mt >= 5 (12150)
Doublet Removed

7,300 top 1% (96)

5,000 1

Fregency

Cell Stats

Estimated Number of High Quality Cell 2 5004
High Quality Cell

Total UMI Counts in High Quality Cell
UMI Counts in High Quality Cell 01
Median UMI Counts per High Quality Cell

Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

100 10,000 100,000

UMI Counts

6,000 1

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned 4,000
Reads on Whitelist
Total UMI Counts

Sequencing Technology > 0004

Fregency

Species

Transcriptome

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name
Source Barcode Rank Plot
Genotype
Transgene
Treatment 100,000
Age
Timepoint
10,000 1

Rep
Target Cells

UMI Counts

Date .

Seq Run L 000

1001

1 10 100 1,000 10,000 100,000

Barcodes



sc_36 Summary

Processed by COPILOT

Parameters

Iteration of Filtering
Mitochondrial Expression Threshold
Top High Quality Cell Filtered

Doublet Removed

Cell Stats

Estimated Number of High Quality Cell

High Quality Cell

Total UMI Counts in High Quality Cell

UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold
Estimated Doublet Rate in High Quality Cell

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology
Species

Transcriptome

Sample Stats

Sample
Name
Source
Genotype
Transgene
Treatment
Age
Timepoint
Rep
Target Cells
Date

Seq Run

5%
1%

Yes

6,306

7.84 %
114,638,530
76.67 %
9,849

3,209
25,147
33.79%
4.76 %

280,421,300

91.3%

95.85 %
149,515,088

10xv3

Arabidopsis thaliana
TAIR10

sc_36
scr 4 2
Benfey lab
scr-4

NA
Untreated
5 day

NA

NA

10,000

NA

Nolan_6199 (NextSeq); Nolan_6226 (NovaSeq S4)

UMI Counts Histogram

Fregency

8,000 1

6,000 1

4,000 1

2,000 1

Summary

B nioh quaiity (6306)

low quality (46914)

B percent mt >= 5 (27191)

top 1% (64)

100

10,000

UMI Counts

Number of Genes Histogram

Fregency

5,000 1

4,000 1

3,000 1

2,000 1

1,000 1

100,000

100 316

Barcode Rank Plot

UMI Counts

100,000 1

10,000 1

1,000 1

1001

1,000

Number of Genes

3,162 10,000

100

Barcodes

1,000

10,000 100,000

Analysis



sc_37 Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering

Mitochondrial Expression Threshold I nioh quality (6156)
low quality (68566)

Top High Quality Cell Filtered 90004 A
Doublet Removed top 1% (63)
9
c 6,000 1
()
o
Cell Stats i
Estimated Number of High Quality Cell 3,000

High Quality Cell
Total UMI Counts in High Quality Cell i
UMI Counts in High Quality Cell 01

Median UMI Counts per High Quality Cell 100 1,000 10,000 100,000
Median Genes per High Quality Cell UMI Counts

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

Sequencing Stats

6,000 1

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts

Sequencing Technology

4,000 A

Fregency

Species 20009

Transcriptome

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name
Barcode Rank Plot
Source
Genotype
Transgene
Treatment
100,000 1
Age
Timepoint
Rep
10,000 1
Target Cells
Date

Seq Run v

1,000 1

UMI Counts

1001

1 10 100 1,000 10,000 100,000

Barcodes



sc_40 Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering

Mitochondrial Expression Threshold B nioh quality (7733)
. . . low quality (13574)
Top High Quality Cell Filtered Bl cercent mt o= 5 @170
Doublet Removed 2,000 top 1% (79)
>
c
]
o
Cell Stats i

1,000 1

Estimated Number of High Quality Cell

High Quality Cell
Total UMI Counts in High Quality Cell i . s
0.

UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell 100 1,000 10,000 100,000
Median Genes per High Quality Cell UMI Counts

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

2,000 1
Sequencing Stats

Number of Reads Processed 1,500

Reads Pseudoaligned
Reads on Whitelist 0004
Total UMI Counts .
Sequencing Technology

Fregency

Species 500 -

Transcriptome

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name
Source Barcode Rank Plot
Genotype
Transgene
Treatment 100,000+
Age
Timepoint
Rep 10,0001
Target Cells
Date

Seq Run 000 ~

UMI Counts

s

1001

1 10 100 1,000 10,000

Barcodes



sc_51 Summary

Processed by COPILOT

Summary EAGENSE

Parameters

Iteration of Filtering
Mitochondrial Expression Threshold
Top High Quality Cell Filtered

Doublet Removed

Cell Stats

Estimated Number of High Quality Cell

High Quality Cell

Total UMI Counts in High Quality Cell

UMI Counts in High Quality Cell

Median UMI Counts per High Quality Cell
Median Genes per High Quality Cell

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold
Estimated Doublet Rate in High Quality Cell

Sequencing Stats

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology
Species

Transcriptome

Sample Stats

Sample
Name
Source
Genotype
Transgene
Treatment
Age
Timepoint
Rep
Target Cells
Date

Seq Run

UMI Counts Histogram

10,0001

7,500 1

5,000 1

Fregency

2,500 1

B nioh quaiity (6736)
low quality (56492)
. percent mt >= 5 (8057)

6,000 1

4,000 A

Fregency

2,000 1

Barcode Rank Plot

100,000 1

10,000 1

UMI Counts

1,000 A

top 1% (69)
100 1,000 10,000 100,000
UMI Counts
Number of Genes Histogram
100 316 1,000 3,162 10,000
Number of Genes
\ﬁl
O
O \
S
@
b)
v
100
1 10 100 1,000 10,000 100,000

Barcodes



sCc_52 Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering 5,000

Mitochondrial Expression Threshold I nioh quality (6566)
Top High Quality Cell Filtered 4,000 fow qualty (23771)
B percent mt >= 5 (7718)
Doublet Removed top 1% (67)
3,000 A

>

O

c

()

o
Cell Stats £ 000/

Estimated Number of High Quality Cell
High Quality Cell

Total UMI Counts in High Quality Cell
UMI Counts in High Quality Cell 01

1,000 1

Median UMI Counts per High Quality Cell 100 1,000 10,000 100,000
Median Genes per High Quality Cell UMI Counts

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram

Sequencing Stats

3,000 1

Number of Reads Processed
Reads Pseudoaligned

Reads on Whitelist

Total UMI Counts
Sequencing Technology

2,000 1

Fregency

. 1,000 1
Species

Transcriptome

100 316 1,000 3,162 10,000

Sample Stats Number of Genes

Sample
Name
Source Barcode Rank Plot
Genotype
Transgene
Treatment 100,000
Age
Timepoint
Rep 10,000 1
Target Cells

Date

UMI Counts

A
Seq Run 1000 gi
?

1001

1 10 100 1,000 10,000

Barcodes



sCc_53 Summary

Processed by COPILOT Summary EGEINAS

Parameters UMI Counts Histogram

Iteration of Filtering

3,000
B high quality (8975)

Mitochondrial Expression Threshold

. . . low quality (17496)
Top High Quality Cell Filtered Bl cercent mt o= 5 (4513
Doublet Removed top 1% (91)

2,000

Fregency

Cell Stats

1,000 1

Estimated Number of High Quality Cell
High Quality Cell

Total UMI Counts in High Quality Cell
UMI Counts in High Quality Cell 01

Median UMI Counts per High Quality Cell 100 1,000 10,000 100,000
Median Genes per High Quality Cell UMI Counts

Total Genes Detected in High Quality Cell

Cell above Mitochondrial Expression Threshold

Estimated Doublet Rate in High Quality Cell Number of Genes Histogram
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