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Precision-recall curves: all 90 TREM2 designs
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Highest-degree residues in the consensus contact network
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Target-side epitope recurrence across designed plus 10 predicted complexes
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Public experimental measurements: preserve assay and vendor identity
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No error bars are shown because raw response curves and replicate distributions were not released. Vendor values are not pooled.
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Public binder benchmark: retrospective target-held-out comparison
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1,320 public designs / 15 targets; 95% Cls use target-cluster bootstrap. This is retrospective and does not establish prospective wet-lab superiority.
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