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CT_MGZ_ATAC

For guidance, please consult “Interpreting Cell Ranger ATAC Web Summary Files" or contact 10x Genomics Support
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Sequencing @

Total number of read pairs 334,236,700

Fraction of read pairs with a valid barcode
Q30 bases in Read 1

Q30 bases in Read 2

Q30 bases in Barcode

Q30 bases in Sample Index

Lower threshold on the number of fragments overlapping peaks per barcode to annotate barcode as cell
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https://support.10xgenomics.com/interpreting-atac-web-summary

2021/1/26 CT_MGZ_ATAC

1 1
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Fragment Distribution
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Fragments Per Barcode
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Cell Clustering (By Cluster)
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Insert Sizes ®

Fragments in nucleosome-free regions

Fragments flanking a single nucleosome

Insert Size Distribution
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Cell Clustering (By Depth)
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Fragment Count (linear sce
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Targeting ®

Enrichment score of transcription start sites 7.97
Fraction of fragments overlapping TSS 41.3%
Fraction of fragments overlapping called peaks 55.4%
Fraction of transposition events in peaks in cell barcodes 54.0%
Fraction of fragments overlapping any targeted region 72.2%
Fraction of total read pairs mapped confidently to genome (>30 mapq) 80.2%
Fraction of total read pairs that are unmapped and in cell barcodes 1.2%
Fraction of total read pairs in mitochondria and in cell barcodes 0.7%

Enrichment around TSS (normalized)
Sample CT_MGZ_ATAC -

8
7
6
=
()
€
S 5
—
c
w
R
T
[V
o
3
2
1
-1000 -500 0 500 1000
Relative Position (bp from TSS)
Singlecell Targeting (Peaks)
Sample CT_MGZ_ATAC -
1 ) U, *  Non-cells
. e Cells
0
<
S 08
o o
[=)]
=
‘a
Q.
©
5 0.6
> 2 %
? . < e %

file:/H/E:/ 137 24t TUAE IR AR P 0/ 16- 5256 254 1202048 37 AL el PRI% 3318 SCHERR 15 BB 3 45 #5-20201104/20204E 12 A fy L F IR 1B N %5 /Supplementar...  3/4



2021/1/26

A
o8
L]

%

0.4 .

e

L4

o0 *
o ®
SR8

o.-;w:

...
*®
-

o0

0.2

Fraction Fragment:

Fragments per Barcode

Library Complexity @

Percent duplicates
Sequencing saturation

Estimated bulk library complexity

10k

15.2%
37.9%

486,933,264

CT_MGZ_ATAC

Median Unique Fragments Per Cell
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Per-Cell Library Complexity At Read Depth
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