Confusion-matrix change: proposed (beta=0.5) minus

A. Difference in raw counts
(proposed - original)

original PROTEAN - 5G-NIDD, alpha=0.75, seed=0, test

B. Difference in row-normalized rate
(percentage points, proposed — original)
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predicted class

Rows = true class, columns = predicted class; identical class order and sample counts (243,177) for both runs. Diagonal: positive = more correct predictions; off-diagonal: positive = more errors of that (true—-predicted) type. Red = positive delta (proposed has MORE samples in the cell); blue = negative delta (fewer). Values are descriptive only; no significance is inferred.
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