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Data preprocessing Detection of ARERs
- Signal tracks building + Candidate ARER detection
« Signal tracks smoothing « Candidate ARER extension —
+ Fragment length distribution estimating
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Candidate nucleosomes & NFRs detection
« Candidate linker detection
Fragment length  Candidate linker detection

Genome position Genome position
- » Determining NFR regions

Candidate nucleosome detection
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'Nucleosome occupancy assessment
« Calculate the features
« Transformation of the features
« Outlier detection based on DBSCAN

rough candidate gnl;eéf =

v
(— candidate =
inner part -

NFR detection

8 6 4
o

£ 0 -2 -1 0
"
|—> DBSCAN based outlier detector 4—| candidate

local accessibility summit -

\ % . J

deNOPAELEHIAMERFE

o

)

o
o
N
)
w

frequency
| E
frequency
frequency

B3 gk

R © HERZFRITRERERARAEREDE2FL) =
ICP£§050028575 S {RMZ 211010500635

otk : AURTHEAFAXAURAR1SHt10451%  #f%s: 100101 F
i&: 86-10-84097216



http://www.cas.cn/
https://beian.miit.gov.cn/
http://bszs.conac.cn/sitename?method=show&id=0922261B21407671E053022819AC9056
https://academic.oup.com/bib/advance-article-abstract/doi/10.1093/bib/bbab469/6454261

