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TR
A bulk RNA-seq —#¥, ERADITRER—KEFARE " MNHISI B R 15%EE. DEP BEKAIEIN:

label condition replicate
Samplel Control 1
Sample2 Control 2
Sample3 Control 3
Sample4d Treatment 1
Sample5 Treatment 2
Sample6 Treatment 3

8

o label EF] proteinGroups.txt B LFQ intensity FI|ZMEEHNEL
e condition @PHATE (FEEAMERSMHMEMETE)
® replicate EENFEERS

ERRME: SEANZOERD
MERARANRS: BAANRKEFES, —PEAEEERAERDRERES (LFQ=0 % NA), RERMER:

e MNAR (Missing Not At Random) : ERFEXE, EFLNE > XMREMNELFERX
e MCAR (Missing Completely At Random): FEHlEVFE AR > MEETLx

TR AIAMIERIEARE: MNAR BER"MSHARRAF" (MinProb) 3RiE#h; MCAR FILAR KNN Sit5{E#+h, DEP BK
IAA MinProb, BEAZHELAGR.

M proteinGroups.txt %l DEP 3§15

DEP 84 _FENXLES RIS RA LT RE:
library(DEP)

# 1. ¥\ MaxQuant %

data <- read.delim("proteinGroups.txt")

# 2. TIRSENR@EE
data <- data[dataS$Reverse != "+", ]

data <- data[data$Potential.contaminant != "+", ]

# 3. WREQRME—

data unique <- make unique(data, "Gene.names", "Protein.IDs", delim = ";")

# 4. t# SummarizedExperiment
1fqg cols <- grep("LFQ.intensity.", colnames(data_unique))

data_se <- make se(data_unique, 1lfg cols, experimental design)

make_se ZESEIAE—HNER Bioconductor SummarizedExperiment X, [FEERVITIE. 13—, b, ZFD
MEXDPHR LBRIE,
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