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2. At E W

THEAMREEYE, At RStudio 51T

# T#
curl -0 https://<your-site>/figcode/scripts/shap—-summary.R
curl -0 https://<your-site>/figcode/data/shap—summary.csv

3. REMKH

# CRAN £
install.packages(c("xgboost", "shap", "scikit-learn", "matplotlib"))

# Bioconductor & (%&)
# BiocManager::install(c())

s

import numpy as np

import xgboost as xgb

import shap

import matplotlib.pyplot as plt

from sklearn.datasets import load_breast_cancer

# ——— Demo data ——

data = load_breast_cancer()

X,y data.data, data.target
feature_names = data.feature_names

# ——— Train XGBoost ———

model = xgb.XGBClassifier(n_estimators=200, max_depth=4,
use_label_encoder=False, eval_metric="1logloss")

model.fit(X, y)

# ——— SHAP values ——
explainer = shap.Explainer(model, X)
shap_values = explainer(X)

# ——— Summary plot (beeswarm) ———
plt.figure(figsize=(9, 7))
shap.summary_plot(
shap_values, X,
feature_names=feature_names,
max_display=15,
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plot_type="dot",

show=False
)
plt.title("SHAP feature importance — Breast Cancer")
plt.tight_layout()
plt.savefig("plot_001.png", dpi=150, bbox_inches="tight")
print(f"Trained on {X.shape[0]} samples x {X.shape[ll} features")
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