BioF3 FigCode KL

BIOF3 FIGCODE - SCI £EREBE

X1LUE] (Volcano Plot)

EY HH: 20265F6H27H

FBXEMELARS [£(5F3]
RRXERERND, DEEMEES
=IENR,

P EBDMN | KBS ggplot2. ggrepel

R RENAE 1) 52 0] R

MEEREMAZBRAZEFREZ? BN EZEATIREG?

RIF1%=

e RNA-seq iE"ffﬁéﬁ%ET
o RRBIHZEZRE

DA 67 E

#UEIE: gene, log2FoldChange, padj

KRB

* padj Hf& (&% 0.05)

e |log2FC| E{E (@% 1)

o tmEEEE (top 10-20)

e LFC shrinkage /% (apeglm)

PRIEF 45

1. HIFEZIBT

\ v~

$TFF FigCode 42 [E, REATRFRN"ELEEZHEIFTARNERFIEELE, THEEE,

2. At E W

BioF3 1/3


file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/static/exports/figcode

Kl

BioF3 FigCode
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# T#
curl -0 https://<your-site>/figcode/scripts/volcano.R
curl -0 https://<your-site>/figcode/data/volcano.csv
3. TRAMH
# CRAN £
install.packages(c("ggplot2", "ggrepel"))
# Bioconductor & (41&)
# BiocManager::install(c())
SREAB
library(ggplot2)
library(ggrepel)
# ——— Demo data (replace with your own) ———
set.seed(42)
n <- 2000
de_df <- data.frame(
gene = paste@("Gene", 1:n),
log2FC = rnorm(n, 0, 1.5),
padj = runif(n, 0, 1)
)
de_df$padj [sample(n, 100)] <- runif(100, le-10, 0.01)
de_df$sig <— ifelse(de_df$padj < 0.05 & de_df$log2FC > 1, "Up",
ifelse(de_df$padj < 0.05 & de_df$log2FC < -1, "Down', 'NS"))
top <- de_df[order(de_df$padj), 1[1:15, 1]
# -—— Plot —-
ggplot(de_df, aes(x = log2FC, y = -logl@(padj), color =
geom_point(size = 0.6, alpha = 0.5) +
geom_text_repel(data = top, aes(label = gene), size = 3, max.overlaps 15) +
scale_color_manual(values = c(Up="#dc2626", Down="#2563eb", NS="#9ca3af")) +
geom_vline(xintercept = c(-1, 1), linetype = "dashed") +
geom_hline(yintercept = -1ogl10(0.05), linetype = '"dashed") +
labs(x = "log2 Fold Change", y = "-logl@(adjusted p-value)", title = "Volcano Plot"
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