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

. RRARH

# CRAN £
install.packages(c("pROC", "ggplot2", "patchwork", "caret"))

# Bioconductor & (%&)
# BiocManager::install(c())
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library(pR0OC)
library(ggplot2)
library(patchwork)
library(caret)

# ——— Demo data ——-

set.seed(42)

n <— 300

truth <- rbinom(n, 1, 0.4)

score <— truth x 0.7 + rnorm(n, 0, 0.4)

score <- (score — min(score)) / (max(score) — min(score))
pred <- as.integer(score > 0.5)

# -—— ROC ——-
roc_obj <— roc(truth, score, ci = TRUE, plot = FALSE)
auc_str <- sprintf("AUC = %.3f (95%% CI: %.3f-%.3f)",
auc(roc_obj), ci.auc(roc_obj)[1], ci.auc(roc_obj)[3])

pl <- ggroc(roc_obj, color = "#dc2626", size = 1.2) +
geom_abline(intercept = 1, slope = 1, linetype = "dashed", color = 'grey60") +
annotate("text", x = 0.4, y = 0.2, label = auc_str, size = 4) +
labs(title = "ROC Curve", x = "Specificity", y = "Sensitivity") +
theme_classic()

# ——— Confusion matrix ——-—
cm <- confusionMatrix(factor(pred, levels = c(0,1)),
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factor(truth, levels = c(0,1)),
positive = "1")
cm_df <- as.data.frame(cm$table)

p2 <- ggplot(cm_df, aes(Reference, Prediction, fill = Freq)) +
geom_tile() +

geom_text(aes(label = Freq), size = 6, color = "white") +
scale_fill_gradient(low = "#bfdbfe", high = "#1d4ed8") +

labs(title = sprintf("Confusion Matrix (Acc = %.3f)", cm$overall["Accuracy"]),

x = "Truth", y = "Prediction") +
theme_classic() +
theme (legend.position = "none")
pl + p2

BiRHEHCHEIE

BIZTIA # —— Demo data — FEAIEREETRAISIBEMAT, BikhE IR,
BN A

o HINIER: FUEHE: truth (0/1), prediction_score (0-1), prediction_class (0/1)
e {fH read.csv() / readRDS() IEENAHNSI

R[] 1EE

o MHRHIE: —_oEiH TERE
o HIN bug? MIMTE FigCode TNH mEHXNNER, TIFEXES,

BioF3

RIF5IE—E


file:///docs/integration/module07
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/static/exports/figcode

