BioF3 HFEIEH T 01 2EFMBIRIT S HA LA

BIOF3 AZEIES A

01 ZRZFEM R IRITS HFA L
SHHE: 20265FE5H812H
01 ZRFEMHIRITS FFAS L

SHFBENFE S IEREE, MEWAN MEFREMEAZEHBEIE". H4 ID TR, WWRFXTF. RREXTE
B—XEEBNRR, FEHNDTEE=HILE.,

#7 1D R SE

TREBHFFENB—MEARNG R A LEFRES—1E, TCGA F barcode ( TCGA-A1-A0SK-01A-11R-A084-07 ), S&SHAEH
BECVREDHI 12 i1, FAEMEHUER Sentrix ID, {REE—KMEIFIEENILE—FEEK.,

library(dplyr)

# RIR=KREEFBECSH 1D 5l
rna_samples <- colnames(rna_mat)
meth_samples <- colnames(meth mat)

prot_samples <- colnames(prot mat)

# FARREYRZE—
id map <- read.csv('"sample id mapping.csv")

# 3! sample id, rna_id, meth id, prot_id

# WEI=ZEREBNFEER
common <- id map %>%
filter(rna_id %in% rna_samples,
meth_id %in% meth_samples,
prot_id %in% prot_samples)

cat ("=BHBEHEARE:", nrow(common), "\n")

ERAAET AL
FEREFMLERA ZHT, SE—KHKMEKE, UpSet plot bt Venn BEEAZREIN LHER:

library (UpSetR)

sample list <- list(
RNA = id map$sample_id[!is.na(id _map$rna_id)],
Methylation = id map$sample id[!is.na(id mapS$meth_id)],
Protein = id map$sample id[!is.na(id mapS$prot_id)]

)
upset (fromList (sample list), order.by = "freq")

MRFE-—RRKLEHIRS, FEEEESTECHBRERSZI, BAGFTRAENTE (W1 MOFA2),
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MultiAssayExperiment & 23

Bioconductor B MultiAssayExperiment (MAE) =2

e, EEDTRIATINERRE,

library(MultiAssayExperiment)

# M ExperimentList

exp list <- ExperimentList(

RNA = SummarizedExperiment (assays
Meth = SummarizedExperiment (assays
Prot = SummarizedExperiment(assays

# FHEARMEIR: STIHAED primary sample
smap <- listToMap(list(

= list(counts = rna_mat)),
= list(beta = meth mat)),

= list(abundance = prot mat))

EEBX M colname

RNA = data.frame(primary = common$sample id, colname = common$rna_id),

Meth = data.frame(primary = common$sample id, colname = common$meth id),

Prot = data.frame(primary = common$sample_id, colname = common$prot_id)

))

# IERER

col data <- DataFrame(row.names = common$sample id,

subtype = common$subtype,

stage = common$stage)

mae <- MultiAssayExperiment(experiments = exp list,

colData
sampleMap

mae

IR ERBYL TR R

= col_data,

= smap)
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SHPAMENITES . CESERHE. FARFNIEKESHE—

1. BF8: SEFBEWFAREERTE. MOFA2 ESEINED 156 TMEAR; SNF £ 30 TUTHRARE. MRE—=

RE 10 MR, ZEEESEEAAN.

2. HEREIR . AREEZFHIHE RN EE S R4 IE, RNA-seq F§ ComBat-seq, FEH ComBat, EHAEH limma
removeBatchEffect, NEESH B2 EHEMIHRIRIE,

3. Bo3d vs JEECHY: WIRTEAMERAMEEHEFHE, FTEREERATERNNFE, TEMELERRNTIIE.

MOFA2 T80 R, SNF TZH,

SR

%%sigglilll\

o MultiAssayExperiment Bioconductor
e MultiAssayExperiment {&H F i

e UpSetR £l
e TCGA barcode i%BH
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https://bioconductor.org/packages/MultiAssayExperiment/
https://waldronlab.io/MultiAssayExperiment/
https://cran.r-project.org/web/packages/UpSetR/
https://docs.gdc.cancer.gov/Encyclopedia/pages/TCGA_Barcode/
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