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Paired test confusion matrices - 5G-NIDD, alpha=0.75, seed=0 (same manifest, split, seed, class order)

ORIGINAL PROTEAN SELECTED-BETA PROTEAN (beta=0.5)

Benign 58 35 26 Benign 83 14
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SlowrateDoS SlowrateDoS
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Left = original_protean; right = support_weighted at the validation-selected beta. Raw counts; identical class order and colour scale.
Dominant off-diagonal error: Benign predicted as UDPFlood, essentially unchanged by beta. No statistical significance is inferred.
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