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# T#
curl -0 https://<your-site>/figcode/scripts/py-roc—-confusion.R
curl -0 https://<your-site>/figcode/data/py—-roc—confusion.csv
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# CRAN &
install.packages(c("scikit-learn", "numpy", "matplotlib"))

# Bioconductor £ (#1%)
# BiocManager::install(c())
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import numpy as np

import matplotlib.pyplot as plt

from sklearn.metrics import (
roc_curve, auc, confusion_matrix, classification_report,
ConfusionMatrixDisplay

# ——— Demo data ——-
np.random.seed(42)
n = 300

y_true = np.random.binomial(1, 0.4, n)
y_score = np.clip(y_true * 0.7 + np.random.normal(@, 0.4, n), 0, 1)
y_pred = (y_score > 0.5).astype(int)

# ——— ROC ——-
fpr, tpr, _ = roc_curve(y_true, y_score)
roc_auc = auc(fpr, tpr)

fig, axes = plt.subplots(1, 2, figsize=(11, 4.5))

axes[0].plot(fpr, tpr, color="#dc2626", lw=2,

label=f"AUC = {roc_auc:.3f}")
axes[0].plot([0, 11, [0, 11, "--", color="grey")
axes[0].set_xlabel("False Positive Rate")
axes[0].set_ylabel("True Positive Rate")
axes[0].set_title("ROC Curve")
axes[0].legend(loc="1lower right")
axes[0].grid(alpha=0.3)
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# ——— Confusion matrix ———

cm = confusion_matrix(y_true, y_pred)

disp = ConfusionMatrixDisplay(cm, display_labels=["Negative", "Positive"])
disp.plot(ax=axes[1], cmap="Blues", colorbar=False)
axes[1].set_title("Confusion Matrix")

plt.suptitle(f"Classifier Evaluation (n = {n})", y=1.02, fontsize=12)
plt.tight_layout()

plt.savefig("plot_001.png", dpi=150, bbox_inches="tight")

# ——— Print classification report ——-
print(classification_report(y_true, y_pred,

target_names=["Negative", "Positive"]))
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