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DALTGO 7E CAFA3 %44 1w o4 g

Fmax Smin AUPR AUROC
MF BP CC MF BP CC MF MF BP CC
Xie 0544 0441 0.659 16.938  30.997 23.168 0.494 0981 0.980 0.983
Me 0.554 0381 0.659 16.961 33.215 23.337 0.485 0978 0967 0.982
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Method Sen Spe Acc MCC AUROC

GraphSite (BIB 2022) 0.517 0.958 - 0397 0.917
ULDNA (BIB 2024) 0.526 0.959 0.940 0.406 0.926
ULDNA+ 0.559 0.959 0.942 0.430 0.929
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