hg38:

mm10:

D

After within-barcode dedupping:

Unique: 55,249,378
Complexity: 0.77

Unique: 40,328,572
Complexity: 0.80

Dataset stats ATAC
Unique Unique non-
Species Read Library Raw non-chrM | Multi reads |Complexity |chrM reads chr.M chrM reads TS.S
Length fragments fraction ratio
reads after dedup
mm10 2x30 sp.atac 83,333,020 54,767,372 7,309,710  0.12
hg38 2x30 sp.atac 83,333,020 75,302,004 0.60 18,118,272  0.19
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/ Dataset stats ATAC \

Unique Unique non-
Species Read Library Raw non-chrM | Multi reads |Complexity |chrM reads chr.M chrM reads TS.S
Length fragments fraction ratio
reads after dedup
mm10 2x30 sp.atac 83,333,020 54,767,372 7,309,710  0.12
hg38 2x30 sp.atac 83,333,020 75,302,004 0.60 18,118,272  0.19
Dataset stats RNA
. Read ) . Raw ) . Unique ) Multi Fraction
Library Length Mapping Species fragments Complexity| Unique Splices Multi Splices | mapped
sp.rma.end1.hg38 1x30 STAR-2.5.3a hg38 185,181,036 2,192,328 0.21
sp.rma.endl.mm10 1x30 STAR-2.5.3a mm10 185,181,036 0.21
sp.rna.end2.hg38 1x30 STAR-2.5.3a hg38 185,181,036 0.15 0.32
sp.rna.end2.mm10 1x30 STAR-2.5.3a mm10 185,181,036 0.14 18,421,052 0.27
# Exonic: Intergenic: Intronic:
sp.rna.end1.hg38 0.31 0.08
sp.rna.end1.mm10 0.37 0.11 0.52
sp.ra.end2.hg38 0.02 033 | o064
sp.rna.end2.mm10 0.03 0.50 0.47
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4 5’-3’ mRNA coverage mm10 2
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4 ATAC single-cell level summary: A

#fragments |hg38 mm10
<10 239382 248088
10-100 144843| 113433
100-500 2112 1139
500-1,000 35 17
1,000-5,000 53 45
5,000-10,000 155 190
>10,000 1018 821
10000 1 1




4 ATAC single-cell level summary: 2

ATAC hg38 vs mm10, min50 fragments in either ATAC hg38 vs mm10, min50 fragments in either
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4 RNA single-cell level summary: 2

RNA hg38 vs mm10, min200 UMils in either

readl read2 readl read2

#UMis hg38 mm10 1,000
0-10 | 462,926 | 362,127 | 455,283 | 285,196
10-50 | 54,117 | 4,018 | 58,289 | 1,165
20-50 | 12,227 441 12,674 169 800+
50-100 816 87 1,022 98 o
100-200 | 1564 287 1714 918 g .
200-500 | 1748 4342 1029 3683 _§ 600- .
500-1000( 1298 45 1500 10 5 Wil -
>1000 0 0 0 0 a IR LR
b
2 400-
o
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