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SNF (Similarity Network Fusion) BB MOFA T2 E: ERMIEEDE, MeNE—RAFHIED BIMEEARBM
MM, ARERXLEMEMER—TR—HNME, MEENMERMEIERE (spectral clustering) RIRFIMEY,

HEE®

1. E—BAPEE, ITENANENIERER (BFHRKER)

2. IBEE B AEPE R A AB NI ERE (BB scaled exponential kernel)

3. #§2 K 3E<BE (KNN graph)

4. ERFE: B—BHNMZQEMR T HEE, REKSE— 1 REME

MENZOEEE: MRMMEAESEREDHEMN, ENERENETNERIBINE NRRE-FBL, EERIHH

BAE
library(SNFtool)

# WA BREEUEER, 1TRER, JIRIHE
rna_t <- t(rna_final)
meth t <- t(meth final)
prot_t <- t(prot final)

# S¥

K <- 20 # ISBER
alpha <- 0.5 # BSE
iter <- 20 # ERIRER

# 1. ITEIEEHER
dist_rna <- dist2(as.matrix(rna_t), as.matrix(rna_t))
dist _meth <- dist2(as.matrix(meth_t), as.matrix(meth t))

dist prot <- dist2(as.matrix(prot_t), as.matrix(prot t))

# 2. MEENIEMNLS

W_rna <- affinityMatrix(dist rna, K, alpha)
W_meth <- affinityMatrix(dist_meth, K, alpha)
W_prot <- affinityMatrix(dist prot, K, alpha)

# 3. BHEMS
W_fused <- SNF(list(W_rna, W_meth, W_prot), K, iter)
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HEDH

ERERMELE

# A eigen-gap AIEMEITRMEEE

C_best <- estimateNumberOfClustersGivenGraph(W_fused, NUMC = 2:8)
cat ("#HEFREL:", C_best$ Eigen-gap best>, "\n")
# IBRAE

clusters <- spectralClustering(W_fused, K = C_best$ Eigen-gap best™)

table(clusters)

# PRSI
library(pheatmap)
pheatmap (W_fused,

annotation_row data.frame(Cluster = factor(clusters)),

show_rownames = FALSE, show colnames = FALSE,

main = "Fused similarity network")

5 Consensus Clustering Eb3%

SNF # consensus clustering (3 consensusClusterPlus ) #PEEMILEL LI, 1BRIEARE:

SERRIE AR ARG ERER, BLERE

BioF3

ali:] SNF Consensus Clustering

BN ZRBEDIMENE BEAPHEEREE
B2and MEmE (PHES) EXRHE + REREM (RHES)
IREREHE RYF, REERMSWKHEISE RE, BERRSRIHEER
TRK(E RHF FFF

REWESE eigen-gap CDF / delta area

A, AR, FLEAE,

library(ConsensusClusterPlus)

# PHERE

combined <- rbind(rna_final, meth_final, prot_final)

# Consensus clustering

cc_results <- ConsensusClusterPlus(combined,

maxK = 8,

reps = 500,

pItem = 0.8,

pFeature = 1,
clusterAlg = "hc",
distance = "pearson",
seed = 42,

plot = "pdf")
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# EREERNRKERS

cluster df <- data.frame(
sample = rownames(rna_t),
cluster = factor(clusters),
subtype = col _data$subtype,
stage = col_data$stage

# Fisher #38: |k vs BAHITLE

fisher.test(table(cluster_df$cluster, cluster df$subtype))

# EEFDW
library(survival)

library(survminer)

surv_obj <- Surv(col data$os_time, col_data$os_event)

fit <- survfit(surv_obj ~ cluster_df$cluster)

ggsurvplot (fit, data = cluster df, pval = TRUE,
palette = "jco", risk.table = TRUE)

DB

SNF 3 K (IT<B%) LB, BINFE K = 10-30 SEEAIIHE, BEREERESRE. alpha BEEERN 0.5, ERIXE 20
IRETBU

ZERR
¢ SNFtool CRAN
o SNF [FI818 W (Wang_et al. 2014)

e ConsensusClusterPlus Bioconductor

e spectral clustering [FIE

DEEMEERFEFAIR,
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https://cran.r-project.org/web/packages/SNFtool/
https://doi.org/10.1038/nmeth.2810
https://bioconductor.org/packages/ConsensusClusterPlus/
https://arxiv.org/abs/0711.0189
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