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# T#
curl -0 https://<your-site>/figcode/scripts/py—-volcano—-pydeseq2.R
curl -0 https://<your-site>/figcode/data/py-volcano—-pydeseq2.csv

3. TR
# CRAN £
install.packages(c("numpy", '"pandas", "matplotlib"))
# Bioconductor & (%&)
# BiocManager::install(c())
STENDB
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import numpy as np
import pandas as pd
import matplotlib.pyplot as plt

# ——— Demo: simulate DEG results ——
np.random.seed(42)
n = 2000

genes = [f"Gene_{i}" for i in range(n)]

log2fc = np.random.normal(@, 1.5, n)

padj = np.random.uniform(@, 1, n)

# Make some genes significant

sig_idx = np.random.choice(n, 150, replace=False)
padj[sig_idx] = np.random.uniform(le-10, 0.01, 150)

df = pd.DataFrame({'"gene": genes, "log2FC": log2fc, "padj": padj})
df["sig"] = "NS"

df.loc[(df.padj < 0.05) & (df.log2FC > 1), '"sig"]l = "Up"
df.loc[(df.padj < 0.05) & (df.log2FC < -1), "sig"]l = "Down"

# -— Plot —-
colors = {"Up": "#dc2626", "Down": "#2563eb", "NS": "#9ca3af"}
fig, ax = plt.subplots(figsize=(7, 5))

for sig, color in colors.items():

mask = df["sig"] == sig
ax.scatter(df.loc[mask, "log2FC"], -np.logl@(df.loc[mask, "padj"l),
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c=color, s=8, alpha=0.6, label=f"{sig} ({mask.sum()})")

ax.axhline(-np.1logl0(0.05), ls="--", color="#9ca3af", 1w=0.8)
ax.axvline(-1, 1s="--", color="#9ca3af", lw=0.8)
ax.axvline(1, 1s="--", color="#9ca3af", 1w=0.8)

# Label top genes
top = df.nsmallest(10, "padj")
for _, row in top.iterrows():
ax.annotate(row['"gene"], (row["log2FC"], -np.logl@(row["padj"l)),
fontsize=7, ha="center", va="bottom")

ax.set_xlabel("log2 Fold Change")

ax.set_ylabel("-1logl@(adjusted p-value)")

ax.set_title("Volcano Plot (Python)")

ax. legend(loc="upper right", frameon=False)

ax.spines[["top", "right"]].set_visible(False)

plt.tight_layout()

plt.savefig("plot_001.png", dpi=150, bbox_inches="tight")
print(f"Up: {(df.sig=='Up').sum()}, Down: {(df.sig=='Down').sum()}")
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