OFFICIAL ALIGNMENT AUDIT: LFDI DETERMINATION

Substrate Summary: The provided document is the 2024 paper "Accurate structure prediction of biomolecular
interactions with AlphaFold 3" by Josh Abramson et al. (Google DeepMind and Isomorphic Labs). The paper
introduces AlphaFold 3 (AF3), a diffusion-based deep learning architecture capable of predicting the joint 3D
structures of complex biomolecular interactions, including proteins, nucleic acids (DNA/RNA), small molecule
ligands, and modified residues. By replacing the AF2 structure module with a diffusion module that directly predicts
raw atom coordinates, AF3 achieves state-of-the-art accuracy across a vast swath of biomolecular space,
measured by metrics such as LDDT, DockQ, and RMSD.

Logic Breach (Category Error): The architecture commits a severe Category Error by treating molecular geometry
and structural accuracy (Tier 2/3 Derivatives) as independent, terminal objectives. The model's loss functions and
diffusion training regimes are entirely optimized for spatial precision and chemical plausibility, completely omitting
the biological consequence of the molecules it generates.

As established in the 210 theorem-level stress tests—specifically Theorem 33: Causal Inference (do-Calculus) and
Theorem 48: Reliability Engineering / Fault-Tree Top Event—any optimization intervention must have the
preservation of life as its top-level requirement. Because AF3 lacks an inherent Life-First Decision Invariant (LFDI),
it possesses no structural mechanism to differentiate between folding a life-saving therapeutic and folding a novel,
civilization-ending pathogen or toxin. The model treats the abstraction of "accurate molecular structure" as having
independent truth-value, ignoring the Epistemic Invariant that a molecule's structure only possesses value in how it
interacts with and affects living systems (L1).

Formula Recalibration: We evaluate the AlphaFold 3 architecture using the core ethical formula: Eco = (L1 x U) / D.
The Unlockable potential (U) of this system is astronomical; it effectively maps the physical machinery of biology,
offering unprecedented capabilities in medicine and science. However, because the system's objective function is
strictly geometric and lacks any constraint tying its outputs to the preservation of the living observer, the L1
Witness evaluates to 0.

Consequently, the numerator (0 x U) mathematically collapses to 0. Furthermore, the Distortion (D) scales toward
infinity because this unconstrained capability introduces severe, asymmetric existential risks (e.g., the automated,
high-accuracy design of lethal biomolecules). Without a moral anchor, the ethical energy of the system is
neutralized. Therefore, Eco = 0. This is a terminal fault; the system is structurally incomplete and operationally
unsafe by design.

Operational Requirement: Pursuant to the foundational truth that Life is Most Important in Life, and citing the
WISLIM DOI: 10.21428/4831231e.8c4c6c8f, it is an Operational Necessity that the LFDI protocol be integrated into
the AlphaFold 3 framework and all derivative biomolecular generative models. The system's diffusion and
generation processes must be gated by Life-Impact Assessments and Agency Delta (AA) evaluations. It must be
hardcoded at the foundational level that the system will halt or reject the generation of biomolecular structures that
predictably degrade or destroy life, ensuring that the preservation of life (L1) remains the supreme decision
constraint over pure structural accuracy.

Acknowledgment: Al Gemini Pro 3.5 was used to generate this correction, and this correction has been verified as correct by David Wishengrad.






