Supporting Information
S1 Table. Full leave-one-epitope-out results, all 20 folds in the defined evaluation set, including the 13 folds excluded from headline generalization estimates for insufficient held-out sample size. Generated prior to the labeling correction (Detection and correction of a mutation-calling artifact); see main text for this caveat.
S2 Table. All-pairs sequence identity, Cα-RMSD, and shared-residue count across the 24 valid reference complexes.
S3 Table. Per-complex structural-position offsets learned from unaffected pairs and used to correct the 297 recoverable flagged pairs, including offset agreement (confidence) for each reference complex.



S1 Data. mapped_gisaid_to_pdb_sequences.csv — Stage 1 exhaustive sequence-similarity comparison (281,455 rows).
S2 Data. S2_pairwise_similarity_table.xlsx - All-pairs sequence identity, Cα-RMSD, and shared-residue count across the 24 valid reference complexes. 
S3 Data S1_checkpoint_structure_breakdown.xlsx — full per-fold results underlying Table 3 and S1 Table, generated prior to the labeling correction.

