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if (!requireNamespace("BiocManager", quietly = TRUE)) install.packages("BiocManager")

BiocManager::install("DEP")

library (DEP)

# BFESIHUE: UbilLength MaxQuant Z5R
data <- UbiLength

experimental design <- UbiLength_ ExpDesign

# jak: BMRERER. RAELE. X 1 REENER

data_unique <- make_unique(data, "Gene.names", "Protein.IDs", delim = ";")

data_se <- make_se(data_unique, grep("LFQ.", colnames(data_unique)), experimental design)

TR SEELPTW AR
data filt <- filter missval(data_se, thr = 0)

# J3—1t + BRK(ERRH
data_norm <- normalize vsn(data_ filt)

data_imp <- impute(data_norm, fun = "MinProb", g = 0.01)

FoOH (limma f5ik)
data_diff <- test_diff(data_imp, type = "control", control = "Ctrl")
dep <- add_rejections(data diff, alpha = 0.05, lfc = 1)

# KWE
plot_volcano(dep, contrast = "Ubi6_vs Ctrl", label size = 2, add names = TRUE)
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file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/basics/programming-basics/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/basics/r-ggplot2/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/bulk-rnaseq/overview/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/proteomics/module01/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/proteomics/module02/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/bulk-rnaseq/overview/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/integration/overview/index.html
https://bioconductor.org/packages/release/bioc/vignettes/DEP/inst/doc/DEP.html
https://bioconductor.org/packages/release/bioc/vignettes/limma/inst/doc/usersguide.pdf
https://www.maxquant.org/
https://fragpipe.nesvilab.org/
https://github.com/vdemichev/DiaNN
https://www.ebi.ac.uk/pride/
https://string-db.org/

BioF3 HFEIEH T BERRBEFIHRBRE

HBXERELRS [£EEF3]

REXERBAR, 2EEMERFRMAIR,

BioF3 5/56



	蛋白质组学实践教程
	蛋白质组学实践教程
	一个项目大致是什么样子
	常见工具栈
	推荐公开数据集
	最小可跑的例子
	专栏模块规划
	推荐前置知识
	常见坑
	坑 1：忽略缺失值的非随机性
	坑 2：batch effect 在质谱中比 RNA-seq 更隐蔽
	坑 3：LFQ intensity 和 iBAQ 混用
	坑 4：DDA 和 DIA 结果直接合并

	下一步
	参考资源


