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ATAC-seq 1 ChIP-seq HEKXRE D DHTRFE (LEXT - peak calling » 18 > £%), BE/LTXBEESZTER MR,

1 ChiP-seq B X 3l

®E ChiP-seq ATAC-seq

Mt2 BEERSEEAR FRIEARABEREXE

& input/control £ (IgG ¢ input DNA) BEAEE

fragment size B—pHh ZiEE (nucleosome-free + mono/diftri-nucleosome)

peak calling %k --nomodel ZXERIA --nomodel --shift -100 --extsize 200

% QC FRiP. IDR TSS enrichment, fragment size 9%, FRiP
Fragment size 9%

ATAC-seq xEEH QC ElE fragment size 5%

~100-150 bp — nucleosome-free fragments ({55 FRIFHERY)
~200 bp — mono-nucleosome

~400 bp — di-nucleosome

~600 bp — tri-nucleosome

1789 ATAC-seq FUERIIZTE < 150bp LB —1BEEM peak (nucleosome-free), SREE ~200bp LABEE 1 peak, MR
— peak REAE, WEH Tn5 BEERRAEMEZELTD .

MACS2 £}

macs2 callpeak \
-t sample.bam \
-f BAMPE \
--nomodel \
--shift -100 --extsize 200 \
-g hs \
-n sample_atac \
--keep-dup all \
-q 0.05

RESH:

e _f BaMPE : paired-end &z, FISLFR fragment &KE
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¢ —_nomodel --shift -100 --extsize 200 : il fragment size 48, EHiEA Tnbs tIEIGISFM 100bp
e __keep-dup all : ATAC-seq B PCR duplicate BZ 7RI Picard Zid T

LA scATAC FIXF

EYARESEE 10 scATAC-seq BAMI Signac iRTE, JKERBEH bulk ATAC —# (TF-IDF + LSI), RE2B"S8MER "R
TS NEK", bulk ATAC B peak AILAEIE(EN scATAC 95 peak set,

pe
WFRK%
MRAEFEES—F, #ER nf-corefatacseq:
nextflow run nf-core/atacseq \
--input samplesheet.csv \

--genome GRCh38 \

—--outdir results/

ESBE5MK trim = align - dedup - shift > peak call > QC report £ifz.

W

]

EZHIR
e ENCODE ATAC-seg_pipeline

e nf-core/atacseq
e Buenrostro et al. 2013, ATAC-seq [B¥8i1EX
e Yanetal. 2020, ATAC-seq DR {EH

HBXEMELRS [£EEF3]

REXETBAR, DEEMERFERMANIR,
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file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module10/index.html
https://www.encodeproject.org/atac-seq/
https://nf-co.re/atacseq
https://www.nature.com/articles/nmeth.2688
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-020-1929-3
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