
one-hot sequence
250×22

one-hot sequence
250×22

Residue embedding
Dense 32, linear

Residue embedding
Dense 32, linear

Conv1D 48, kernel 11
BatchNorm → ReLU → MaxPool 2

Conv1D 48, kernel 11
BatchNorm → ReLU → MaxPool 2

Conv1D 96, kernel 7
BatchNorm → ReLU → MaxPool 2

Conv1D 96, kernel 7
BatchNorm → ReLU → MaxPool 2

Conv1D 192, kernel 3
BatchNorm → ReLU → MaxPool 2

Conv1D 192, kernel 3
BatchNorm → ReLU → MaxPool 2

Conv1D 96, kernel 3
BatchNorm → ReLU → MaxPool 2

Conv1D 96, kernel 3
BatchNorm → ReLU → MaxPool 2

BiGRU 48
return_sequences · 15 timesteps

BiGRU 48
return_sequences · 15 timesteps

Average-pool + Max-pool
→ 192 features

Average-pool + Max-pool
→ 192 features

antibody antigen

concatenate   [ a ⊙ b ,  | a − b | ,  a + b ]
576 features

Dense 256 → Dense 64
BatchNorm · dropout 0.3

Dense 1 · sigmoid
interaction score

Siamese antibody–antigen interaction classifier
371,185 parameters · 250 aa window

shared
weights

Both chains pass through the SAME tower weights. The head sees agreement (a ⊙ b), disagreement (|a − b|) and joint magnitude (a + b) — a product alone cannot express the middle term.


