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# HiE 10 BEE top 500 STERIFIE
select_top <- function(mat, n = 500) {
rv <- apply(mat, 1, var)
mat[names (sort(rv, decreasing = TRUE))[1l:n], ]

}

rna_sel <- select top(rna_final, 500)
meth_sel <- select_top(meth_final, 500)
prot_sel <- select_top(prot_final, 200)

# BB

X <- t(rbind(rna_sel, meth _sel, prot_sel))

y <- factor(col_data$subtype)

Elastic Net 938

Elastic net 587 L1 (IHEEFE) L2 (REM) EN, SESHINERGR:
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library(glmnet)

# alpha = 0.5 ;2 elastic net; alpha = 1 @ lasso
set.seed(42)
cv_fit <- cv.glmnet(X, y, family = "multinomial",

alpha = 0.5, nfolds = 5)

# L lambda
plot(cv_fit)
best lambda <- cv_fit$lambda.min

# FFRE (BOEFRIHHE)

coef_list <- coef(cv_fit, s = best_lambda)

selected features <- lapply(coef list, function(c) {
rownames (c) [which(c[, 1] != 0)]

})

Random Forest

Random Forest REERHEFNHIE, REAMBIFAMXR, HRFFIEELHF:

library(randomForest)

set.seed(42)

rf model <- randomForest(X, y, ntree = 1000, importance = TRUE)

# 00B HIRE

print(rf model)

# FEEEMN

imp <- importance(rf model, type = 1)

top_imp <- head(sort(imp[, 1], decreasing = TRUE), 30)
barplot(top_imp, las = 2, main = "Top 30 features by importance"

cex.names = 0.6)

07 #2885 I FNEEY

X RWIEFIT
SEFMNERRBE HILNEHREESME (data leakage) . HHEERFENRERXRIIENARETH, THERAZBHRIELES
ERBE CV,
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library(caret)

# IEWME: B caret MIRE cv

ctrl <- trainControl(method = "repeatedcv",
number = 5,
repeats = 10,
classProbs = TRUE,

summaryFunction = multiClassSummary)

# 8 fold WEMPIHIEDIEE + BB

set.seed(42)

rf _cv <- train(X, y,
method = "rf",
trControl = ctrl,
tuneLength = 5,
metric = "AUC")

print(rf cv)

WEREASEMR/) (<50), E[E leave-one-out CV (LOOCV) Ef repeated 5-fold CV EE/MAZE,

ZHF vs BAFRIFN A LER
—PERETR: SAFTALTANLSAFTNES? BEMNRIR:

DRI REENIZ

rf rna <- train(t(rna_sel), y, method = "rf", trControl = ctrl, metric = "AUC")
rf meth <- train(t(meth_sel), y, method = "rf", trControl = ctrl, metric = "AUC")
rf _prot <- train(t(prot_sel), y, method = "rf", trControl = ctrl, metric = "AUC")

# LB

results <- resamples(list(
MultiOmics = rf cv,
RNA_only = rf rna,
Meth only = rf meth,
Prot_only = rf prot

))

summary (results)

dotplot(results, metric = "AUC")

MRZAFRBEZRRT, RAGERRNEE-—BELREE. XASHERMENSEL.

A 1ZF5
MRBMrEEEFREMAZ DL, F Cox Bl)IEE elastic net:
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library(glmnet)

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

cv_cox <- cv.glmnet(X, surv_y, family = "cox",
alpha = 0.5, nfolds = 5)
# C-index

max(cv_cox$cvm)

glmnet vignette

caret F1X 44
randomForest £}
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https://glmnet.stanford.edu/articles/glmnet.html
https://topepo.github.io/caret/
https://cran.r-project.org/web/packages/randomForest/
https://hastie.su.domains/ElemStatLearn/
https://doi.org/10.1093/bib/bbab044
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