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Peak-gene XB%X (FRigE)

library(ChIPseeker)

# £% peak FRIZEER
db_anno <- annotatePeak(db_peaks, TxDb = txdb)

db_genes <- unique(as.data.frame(db_anno)$SYMBOL)

# Z%ERE (KRB DEseq2)
de_genes <- res_df$SYMBOL[res_df$padj < 0.05]

# &
overlap <- intersect(db_genes, de_genes)

cat("Overlap:", length(overlap), "genes\n")

# Fisher MNERTEEES
fisher.test(matrix(c(
length(overlap),
length(setdiff(db_genes, de genes)),
length(setdiff(de_genes, db genes)),

total genes - length(union(db genes, de_genes))

), nrow = 2))
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# BF peak FC # gene FC

merged <- inner join(
data.frame(gene = db_genes df$SYMBOL, peak fc = db_genes dfs$Fold),
data.frame(gene = de df$SYMBOL, rna_fc = de_df$log2FoldChange)

# BU=[E: peak FC vs RNA FC

ggplot (merged, aes(x = peak fc, y = rna_fc)) +
geom_point() +
geom_smooth(method = "Im") +

labs(x = "Peak log2FC (ChIP/ATAC)", y = "RNA log2FC")
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# Python (pySCENIC+)

import scenicplus

# ¥IN: scRNA AnnData + scATAC AnnData + motif #EE
# HitH: TF — enhancer — gene W= TAHEMZE
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https://scenicplus.readthedocs.io/
https://biofam.github.io/MOFA2/
https://bioconductor.org/packages/LOLA/
https://www.science.org/doi/10.1126/science.aav1898
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