BioF3 FigCode Reactome Ji

BIOF3 FIGCODE - SCI £EREBE

Reactome & I&

(Reactome Pathway Tree)
SHHE: 2026FE6H27H

HBXERELARS [£EF3]

RRNETERNS, 2ZEMERFE
F#\ﬁ%ﬂl/\

o INEEEE | MKEi: clusterProfiler. enrichplot, org.Hs.eg.db. DOSE

B RATE YD ZAE)
BRIV TRBH, BREETRN—ETEEEIHRRMERBLAED?
R

o BEELRETNREN
o BXEERENK dotplot
e GOBP KE&HBITERE

o ZANEBEEBMIILE

BIANEIEREI

enrichResult 3% (clusterProfiler::enrichGO / enrichKEGG / enrichPathway)

KBS

e showCategory = 30 (Z5&R%EH] top N)
e nCluster = 4-6 (Hit:%K)
e hclust_method = "ward.D"

e group_color BTE X 5B s

REF I8

1. HIZEZIEIT

BioF3 1/3



BioF3 FigCode

FTFF FigCode £ 442 E, REATRRAN " ELEE"ZMATARERFMELE, TMRRE,

2. At E M

THEARNREIEYE, 7 RStudio 131T:

3. BRI

# CRAN #

install.packages(c("DOSE"))

# Bioconductor & (ZE)

# BiocManager::install(c("clusterProfiler", "enrichplot", "org.Hs.eg.db"))
TR
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# T#

curl -0 https://<your-site>/figcode/scripts/reactome-tree.R
curl -0 https://<your-site>/figcode/data/reactome-tree.csv

library(clusterProfiler)
library(enrichplot)
library(org.Hs.eg.db)

# —— Demo: built-in genelList ——-
data(genelList, package = "DOSE")

genes <— names(genelList) [abs(genelList) > 21

ego <- enrichGO(

gene = genes,
0rgDb = org.Hs.eqg.db,
ont = "BP",
pAdjustMethod = "BH",
pvalueCutoff = 0.05,
gvalueCutoff = 0.1,
readable = TRUE

)

# —— Tree plot ——

ego2 <- pairwise_termsim(ego)

treeplot(
ego2,

showCategory = 30,
cluster.params = list(label_words_n = 4),
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fontsize = 4

) +

ggtitle('"Reactome / GO Enrichment Tree")
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o BIAIEI: enrichResult 3% (clusterProfiler::enrichGO [ enrichKEGG [ enrichPathway)
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