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Bismark tt3d

# I bisulfite &S| (—R4)

bismark genome preparation --bowtie2 reference/

# b3

bismark --genome reference/ -1 sample Rl.fq.gz -2 sample R2.fqg.gz

# KB

deduplicate_bismark sample pe.bam

# IREFEMER
bismark methylation_ extractor --paired-end --comprehensive --cytosine report \

--genome_folder reference/ sample_ pe.deduplicated.bam
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library(methylKit)

# EN Bismark By cpG IRE
file list <- list("samplel.CpG report.txt", "sample2.CpG report.txt",
"sample3.CpG_report.txt", "sample4.CpG report.txt")
obj <- methRead(file list,
sample.id = list("ctrll","ctrl2","trtl","trt2"),
assembly = "hg38",
treatment = c(0, 0, 1, 1),
context = "CpG",

mincov = 10)

# BFFAEEAN cpe UR

meth <- unite(obj, destrand = FALSE)

# EFREMUR
diff <- calculateDiffMeth(meth)
diff 25 <- getMethylDiff(diff, difference = 25, gvalue = 0.01)

# EFFEMAXE (DMR)

# F tileMethylcounts IBERADMH 1kb BOBMER

tiles <- tileMethylCounts(obj, win.size = 1000, step.size = 1000)
meth _tiles <- unite(tiles)

diff tiles <- calculateDiffMeth(meth_tiles)
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https://felixkrueger.github.io/Bismark/
https://bioconductor.org/packages/release/bioc/vignettes/methylKit/inst/doc/methylKit.html
https://bioconductor.org/packages/DSS/
https://bioconductor.org/packages/dmrseq/
https://bioconductor.org/packages/minfi/

BioF3 HFKIEDT 07 DNA BERX DA

HBXERELRS [£EEF3]

REXERBAR, 2EEMERFRMAIR,

BioF3 3/3



	07 DNA 甲基化分析入门
	07 DNA 甲基化分析入门
	实验类型
	分析流程
	Bismark 比对
	R 里做差异甲基化

	关键概念
	和表达的关系
	参考资源


