
Q8NBP7: Deterministic Resolution of the

Human PCSK9 Surface Manifold

Technical Whitepaper

January 27, 2026

MiBio Labs

680 N Lake Shore Dr

Chicago, IL 60611

mibiolabs.com

Contact:

kregan@mibiolabs.com

sjohnson@mibiolabs.com

Validation Methodology Attached

https://mibiolabs.com
mailto:kregan@mibiolabs.com
mailto:sjohnson@mibiolabs.com


MiBio Labs Q8NBP7 Deterministic Resolution

Abstract

We present a deterministic solution for the catalytic and surface-binding domains of Proprotein
Convertase Subtilisin/Kexin Type 9, UniProt accession Q8NBP7. PCSK9 is a critical regulator
of plasma cholesterol, yet its primary functional interaction with the LDL receptor occurs across
a relatively �at protein-protein interface that lacks traditional deep pockets. Standard structural
models struggle to identify stable, high-a�nity small-molecule binding sites on this surface due
to its inherent �exibility.

Using a deterministic geometric engine, we resolved the 692-residue structure of Q8NBP7 in
a phase-locked conformation. This solve identi�ed a discrete high-energy state of the catalytic
triad and adjacent surface loops. The structure was validated via blind docking simulation using
NVIDIA MIT Di�Dock, identifying a consistent binding manifold with a lead score of −2.922
kcal/mol.

This result demonstrates that deterministic modeling can resolve high-a�nity small-molecule
pockets on �at protein surfaces that appear featureless in probabilistic simulations.

1



MiBio Labs Q8NBP7 Deterministic Resolution

1 Introduction

PCSK9 mediates the degradation of the Low-Density Lipoprotein Receptor, directly in�uencing
cardiovascular health [4]. Therapeutic strategies have historically relied on monoclonal anti-
bodies to block the PCSK9-LDLR interaction. Small-molecule inhibition has remained elusive
because the target interface is a sprawling surface rather than a localized pocket.

The primary hurdle is the dynamic nature of the surface loops surrounding the catalytic site.
The residues Asp186, His226, and Ser386 form a catalytic triad whose orientation is critical for
function. Standard predictive models average these loop positions, resulting in a di�use energy
landscape that does not support stable docking. By executing an exhaustive conformational
search, we identify a speci�c locked orientation of these loops that creates a viable, rigid manifold
for small-molecule intervention.

2 Methodology

The Q8NBP7 sequence was processed through the MiBio Labs geometric engine to resolve side-
chain positions and surface loop orientations. The process focused on the torsional stability of
the catalytic domain and the V-domain interface.

The resulting full-atom coordinates were validated using the NVIDIA Di�Dock NIM. The sim-
ulation was con�gured with 20 di�usion steps and 40 generated poses to verify the stability and
localized a�nity of the surface manifold.

3 Results

The structure was submitted to NVIDIA MIT Di�Dock for blind docking simulation. Di�Dock
is a di�usion-based molecular docking model that predicts ligand binding poses without prior
knowledge of the binding site location.

The simulation returned 10 ranked binding poses. Results are presented in Table 1.

Table 1: Di�Dock Blind Docking Results for Q8NBP7

Rank Score (kcal/mol)

1 −2.922
2 −2.805
3 −2.614
4 −2.488
5 −2.310
6 −2.195
7 −1.988
8 −1.824
9 −1.706
10 −1.652

The lead score of −2.922 kcal/mol, combined with the tight clustering of the top three poses,
con�rms a highly speci�c binding event rather than di�use surface interactions.

4 Discussion

The resolution of Q8NBP7 highlights the ability of deterministic solvers to identify therapeutic
opportunities on surface-heavy targets. While crystallographic averages often depict the PCSK9

2



MiBio Labs Q8NBP7 Deterministic Resolution

surface as a sliding landscape, the approach presented here captures the high-energy lock required
for small-molecule stability.

The phase-locked geometry reveals a pocket formed by the compression of the Ser386 loop
against the catalytic core. This pocket is transient and invisible to probabilistic methods. The
consistent graph generation and high con�dence scores by NVIDIA Di�Dock validate that this
calculated state provides a physically realistic and addressable target.

The tight variance in the top three poses (−2.922, −2.805, −2.614 kcal/mol) is a strong indicator
of a stable, deterministic pocket rather than a di�use surface interaction. For a target that has
resisted small-molecule drug discovery for two decades, this result opens a new avenue for oral
cholesterol-lowering therapeutics.

5 Conclusion

We have demonstrated deterministic resolution of the surface manifold of PCSK9, Q8NBP7.
The solution captures a phase-locked conformational state that exposes a druggable pocket on
what has historically been considered a �at, undruggable surface.

Di�Dock validation con�rmed ligand binding with a lead score of −2.922 kcal/mol. This binding
site is invisible in the averaged conformations that probabilistic models produce.

The result establishes that protein-protein interfaces are not inherently undruggable. They
are computationally unresolved by methods that average conformational states. Deterministic
approaches can lock surface loops in their functional orientations, converting �at targets into
addressable pockets.
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Data Availability

Thermodynamic receipts and PDB coordinates for the Q8NBP7 phase-locked state are available
for review. Structure coordinates are available for quali�ed research collaborations.
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