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- Motivation

» Why DNA Needs a New Unit:
* Local motifs(e.g. TATA-box) — sharp,

a few bp wide;,

» Long-range deps (enhancer &
promoter) — up to 10° bp;

- Methodology

» SPU Architecture

* Locus Plasticity Layer (LPL): Token-specific dynamic convolution for
local motif extraction,

* Domain Plasticity Layer (DPL): FFT-accelerated global long
convolution + J-level wavelet decomposition capture complementary
multi-resolution features;

* Saliency Plasticity Layer (SPL): Biologically motivated channel

- Results
B Biological Interpretability :
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