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ATACseqQC Package
* Provide quick assessment of the quality of the ATAC-seq data

— diagnostic plot of insert size distribution of sequenced fragments
(periodicity)
— proportion of mitochondria reads (< 5%)

— genome-wide nucleosome positioning pattern at TSS

CTCEF or other Transcript Factor footprints (depleted signals)
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Expected patterns of nucleosome occupancy and depletion at the TSS
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Density Plot Flanking TSS
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Generate footprints for DNA-binding proteins
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NADFINDER
NUCLEOLI ARE THE LARGEST NUCLEAR BODIES AND
ARE SURROUNDED BY HETEROCHROMATIN
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GenomicRanges::tile

chr size info

Y

tileGRanges bam files

SummarizedExperiment::summarizeOverIN

NADfinder
Workflow

nucleolar and genomic tileCounts

Y

log signal ratio

i baseline::baseline.modpolyfit

signal::butter

local baseline adjusted

Y

smoothed signal z-score

github::dgromer/peakdet.R \
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high z-score peaks

Y
peaks with adjusted boundry

calculate z-score using lower quartile
within each chromosome

Filter peaks using peak summit z-score

trim peak boundray using z-score >
25% z-scores within each peak

ChiPpeakAnno l

CRISPRseek

Y

correlation and overlap with
other genomic data sets

tandem gRNAs
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Workshop By J Ou and LJ Zhu on July 28, 3:15 - 5:00 Smith 309
— ChIPpeakAnno (BMC Bioinformatics 2010)
— GeneNetworkBuilder
— TrackViewer
*  Workshop by LJ Zhu on July 27, 1-2:45pm Smith 309
— CRISPRseek (PLoS One 2014)
— GUIDEseq (BMC Genomics 2017)
 NADFinder (Poster)
e ATACGCseqQC
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« cleanUpdTseq (Bioinformatics 2013) s /y ”

' REDseq (BMC Genomies2014) ¢ 1 Bl ke
+ MotifStack (n prep) el
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