Dataset S1. Source data
A single archive containing the master position table and all per-analysis source tables used to generate Fig 1–6. All coordinates use GPCRdb generic numbering (GPCRs) or Pfam match-state numbering (enzymes).
| File | Rows | Content | Used in |
|------|------|---------|---------|
| sdp_master_table_continuous.csv | 212 | Per-position master table: conservation, entropy, between-class JSD, anchor score/weight, bootstrap stability, sdp-ness, rank, coupling importance, per-class modal residues, anomaly score, conditional-MI columns, phylogenetic-gatekeeping flag | Fig 1, 2 |
| grouping_specificity.csv | 209 | Between-group JSD under four grouping logics (coupling, ligand, bias, phylogeny) + best grouping | Fig 2 |
| sdp_physicochem.csv | — | Per-position, per-class side-chain composition, mean hydropathy, volume, charge | Fig 3 |
| sdp_gprotein_dist.csv | — | Minimum distance to Gα (5-HT2A–mini-Gαq) and contact category per anchor | Fig 3 |
| coupling_entropy.csv | 178 | Per-receptor coupling probability distribution, entropy, dominant-pathway probability, dominance margin | Fig 5 |
| per_position_drift.csv | — | Per-position cross-species (ortholog) drift | Fig 4 |
| layer_turnover_4way.csv | — | Four-layer class-mode turnover | Fig 4 |
| asr_events.csv | 211 | Fitch-parsimony ancestral substitution-event counts per position | Fig 4 |
| crossclass_transfer.csv | 25 | Class-A vs class-B/C/F specificity divergence for alignable positions | Fig 6 |
| protease_spectrum.csv | 208 | Serine-protease conservation/JSD/anomaly per Pfam column, with modal residues | Fig 6 |
| kinase_spectrum.csv | — | Protein-kinase conservation/JSD/anomaly per Pfam column, with modal residues | Fig 6 |
| derived_numbers.json | — | Confusion matrix, reprogramming trajectory summary, coupling quantitation | Fig 3, 5 |
| README | — | Column dictionary for the master table and all derived tables | all |
Master table artifact: 35ad9064-0572-4768-a42d-ea2d0e32ba9f; README: 1ea1e8e3-55d2-417c-aa78-e2479cef01e0.

