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library(FactoMineR)

# TTEMM RV REL
rv_rna_meth <- coeffRV(t(rna final), t(meth final))$rv
rv_rna_prot <- coeffRV(t(rna_final), t(prot_final))Srv

rv_meth prot <- coeffRV(t(meth final), t(prot_final))$rv

cat("RNA vs Methylation RV:", round(rv_rna meth, 3), "\n")
cat("RNA vs Protein RV:", round(rv_rna prot, 3), "\n")

cat("Methylation vs Protein RV:", round(rv_meth prot, 3), "\n")
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# HEAMEHBENER

common_genes <- intersect(rownames(rna_final), rownames(meth final))

# BERITHEAEX
cis_cor <- sapply(common_genes, function(g) {
cor (as.numeric(rna_final[g, ]),

as.numeric(meth final[g, 1),

method = "pearson", use = "complete.obs")

})

# DT

summary (cis_cor)

hist(cis_cor, breaks = 50, main = "Cis correlation: RNA vs Methylation",
xlab = "Pearson r", col = "steelblue")
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library(ComplexHeatmap)

library(circlize)

# 1% top 500 LRERE (£ rNA B)
rv <- apply(rna_final, 1, var)

top_genes <- names(sort(rv, decreasing = TRUE))[1:500]

RREBE=RHEN
top_common <- Reduce(intersect, list(top_genes,
rownames (meth_final),

rownames (prot_final)))

# it RNA vs Protein RUEREREERX
rna_prot_cor <- sapply(top_common, function(g) {
cor(as.numeric(rna_final[g, 1),
as.numeric(prot_final[g, 1),

use = "complete.obs")

})

# RE: TRER, JIRHEXER
cor mat <- cbind(
RNA Meth = cis_cor[top common],

RNA_Prot = rna_prot_cor[top_common]

col fun <- colorRamp2(c(-1, 0, 1), c("blue", "white", "red"))
Heatmap(cor_mat, name = "Pearson r",

col = col_fun,

cluster columns = FALSE,

show_row names = FALSE,

column_title = "Cross-layer cis correlation")
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e ComplexHeatmap 2
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https://jokergoo.github.io/ComplexHeatmap-reference/book/
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e FactoMineR RV Z#
e circlize EREERRET

e Methylation-expression cis D H4EiA (Bock 2012)
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http://factominer.free.fr/
https://jokergoo.github.io/circlize_book/book/
https://doi.org/10.1038/nrg3273
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