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Abstract

Hantavirus Cardiopulmonary Syndrome presents a staggering case fatality rate with no approved

antiviral countermeasures, leaving populations vulnerable to sudden outbreaks and documented

human-to-human transmission events. The recent maritime epidemiological crises highlight the

urgent necessity for targeted, rapidly deployable therapies. We target the viral entry mechanism:

the Gc envelope glycoprotein fusion loop. We applied a hardware-agnostic, rigid-body geometric

docking engine and sequential pharmacokinetic filtering to identify a novel non-covalent inhibitor

candidate. The lead compound demonstrates exceptional spatial complementarity, establishing

crucial anchoring interactions within the viral fusion domain, and predicts a pharmacokinetic pro-

file capable of crossing the blood-brain barrier to confront the neurological dissemination phase

characteristic of severe pathogenesis. By disclosing this structurally optimized and synthetically

accessible molecular scaffold, this study provides a concrete foundation for experimental vali-

dation, establishing formal prior art and offering an alternative to traditional, resource-intensive

drug discovery pipelines.

Keywords: Orthohantavirus, Viral Hemorrhagic Fever, Antiviral Drug Discovery, Rigid-Body Docking,

ADME Profiling, New Chemical Entity.

1 Introduction

The Andes orthohantavirus (ANDV) is the primary etiological agent of Hantavirus Cardiopulmonary Syn-

drome (HCPS) in South America, characterized by severe respiratory failure and case fatality rates reaching

40%. Unlike other hantaviruses, ANDV is uniquely capable of inter-human transmission, a feature that sig-

nificantly elevates its epidemic potential. Recent epidemiological clusters in maritime environments have

underscored the fragility of current containment strategies and the total absence of validated antiviral coun-

termeasures. Clinical management remains strictly supportive, as no specific small-molecule inhibitors have

progressed to clinical approval.

The viral envelope consists of two glycoproteins, Gn and Gc. The Gc protein is a class II membrane

fusion protein that mediates the merger between the viral envelope and the host cell membrane. At the apex
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of the Gc subunit lies the fusion loop, a highly conserved hydrophobic region that must insert into the target

membrane to initiate infection. This specific domain represents a critical bottleneck in the viral life cycle

and an ideal target for non-covalent inhibition.

1.1 Motivations

The primary motivation for this research is the democratization of high-fidelity drug discovery. Tradition-

ally, the identification of New Chemical Entities (NCEs) has been gated by access to proprietary software

licenses and high-performance computing (HPC) clusters. This creates a systemic lag in addressing ne-

glected tropical diseases and emerging zoonotic threats in the very regions where they are endemic.

By implementing rigid-body geometric docking algorithms optimized for native execution on consumer-

grade hardware (leveraging universal instruction sets such as ARM NEON), we demonstrate that significant

therapeutic leads can be identified without specialized infrastructure. This work is driven by the necessity

to provide the scientific community with immediate, patent-free molecular scaffolds (Prior Art) that can be

experimentally validated by any laboratory with standard antiviral assay capabilities. We seek to transition

from speculative computational models to actionable chemical leads that address the systemic dissemination

of hantaviruses, including their critical neurological and cardiopulmonary phases.

2 Methodology

The computational pipeline was structured into three sequential phases: primary geometric sampling via a

proprietary native engine, thermodynamic cross-validation utilizing established community tools, and phar-

macokinetic profiling.

2.1 Target Preparation and Pocket Definition

The crystalline structure of the Andes orthohantavirus Gc glycoprotein (PDB ID: 6Z9G) was utilized. To

optimize the spatial search, Chain A was isolated as the representative monomer. The coordinate space was

centered on the fusion loop, specifically triangulating the pocket adjacent to the highly conserved aromatic

residues Trp252 and Trp258, which act as the biological anchors during membrane fusion.

2.2 Mathematical Framework: Soft-Clash Geometric Sampling

In previous iterations of our computational pipeline, strict rigid-body constraints resulted in premature pose

rejection for extended molecular scaffolds. To address this, we introduce the GeoSol-SP (Soft-Penalty)

architecture, which utilizes a Heuristic Soft-Clash Geometric Sampling (HSCGS) method.

The algorithm explores the Special Orthogonal group SO(3) by performing an exhaustive, systematic ro-

tational sweep (generating approximately 20,000 discrete poses per centroid) rather than relying on stochas-

tic Monte Carlo methods. The fitness of each pose is evaluated using a proprietary three-layer scoring

function:
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S = (α ·CCP)+(β ·Aanchor)− γ(Clash) (1)

Where:

• CCP (Contact-Count Proxy) evaluates shape complementarity by quantifying generic van der Waals

contacts within a predefined distance threshold.

• Aanchor assigns heuristic weight to critical π-stacking or hydrogen-bonding interactions with target-

specific residues (in this case, Trp252/Trp258).

• γ(Clash) introduces a threshold-based soft-penalty for steric hindrance. Instead of aborting the eval-

uation upon detecting an atomic clash (< 2.2 Å), the algorithm applies a numerical penalty. This

allows the system to discover optimal "compromise poses" where a minor clash is vastly outweighed

by massive geometric complementarity elsewhere.

Implementation Note: The specific heuristic weights (α,β ,γ), the vectorized distance-calculation loops,

and the C++ source code implementation remain proprietary trade secrets. The engine is strictly hardware-

agnostic, engineered to compile natively on consumer-grade architectures (e.g., ARM NEON instructions)

without the necessity for GPU acceleration or external dependency libraries.

2.3 Thermodynamic Cross-Validation

To bridge the gap between pure geometric complementarity and bio-physical reality, the top-scoring pose

identified by the GeoSol-SP engine was subjected to thermodynamic validation using AutoDock Vina. The

search space was strictly confined to a 20×20×20 Å grid box centered at the coordinates mathematically

derived by the geometric engine. Sampling exhaustivity was elevated to 32 to ensure rigorous evaluation of

the indole-graft modifications. The output was strictly evaluated based on the predicted Gibbs free energy

of binding (∆G in kcal/mol).

2.4 Pharmacokinetic and ADME Profiling

A chemical entity is only viable if it can reach its target tissue. For HCPS, traversing the Blood-Brain

Barrier (BBB) is paramount to halt neurological dissemination. The optimized Simplified Molecular-Input

Line-Entry System (SMILES) of the candidate was processed through the SwissADME web server. The

profiling filtered for the Topological Polar Surface Area (TPSA < 70 Å2), Lipinski’s Rule of Five compli-

ance, gastrointestinal absorption, and evasion of the P-glycoprotein (P-gp) efflux pumps. Substructures were

also screened against PAINS (Pan Assay Interference Structures) and Brenk filters to confirm the absence

of known toxicophores.
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3 Results

3.1 Geometric and Thermodynamic Validation

The evaluation of the NCE_H1_Stealth candidate (SMILES: Fc1cnc(-c2cnc(Cc3c[nH]c4ccccc34)nc2)nc1)

via the GeoSol-SP engine yielded a robust geometric spatial score of 43.50. This result was driven by

a Contact-Count Proxy (CCP) of 761.0 and a specific aromatic anchor score of 55.0, indicating that the

molecule successfully accommodated the soft-clash penalties while achieving massive shape complemen-

tarity within the fusion loop.

Subsequent thermodynamic cross-validation established a highly favorable binding affinity of ∆G =

−5.05 kcal/mol (Figure 1). The complex demonstrates significant stability within the target domain of

the Andes orthohantavirus Gc glycoprotein, successfully validating the spatial coordinates proposed by the

geometric engine.

Figure 1: Query parameters and 2D ligand structure of the NCE_H1_Stealth candidate prepared for
AutoDock Vina thermodynamic cross-validation.

Copyright © A.S. Pirolo 2026
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Figure 2: 3D spatial visualization of the NCE_H1_Stealth candidate docked within the fusion loop of the
Andes orthohantavirus Gc glycoprotein (PDB: 6Z9G). The protein backbone is represented in ribbon format,
highlighting the non-covalent interaction network between the ligand and key binding site residues.

Copyright © A.S. Pirolo 2026

3.2 Pharmacokinetic Profiling (ADME)

Pharmacokinetic evaluation utilizing the SwissADME platform confirmed the translational potential of the

candidate. The BOILED-Egg predictive model mapped the molecule strictly within the central zone, con-

firming its capacity for Blood-Brain Barrier (BBB) permeation (Figure 3).

5



A.S. P
IR

OLO
(R

)

Running Title: BBB-Permeant Inhibitors of Andes Orthohantavirus Gc Pirolo, A. S.

Figure 3: BOILED-Egg predictive model. The candidate is mapped within the yellow zone, indicating a
high probability of passive Blood-Brain Barrier (BBB) permeation.

Copyright © A.S. Pirolo 2026

The Topological Polar Surface Area (TPSA) was calculated at 67.35 Å2 (Figure ??), comfortably below

the neurological permeability threshold. Furthermore, the candidate exhibits high gastrointestinal absorption

and complies strictly with Lipinski’s Rule of Five with zero violations.

Crucially, the structural screening reported zero Pan Assay Interference Structures (PAINS) and zero

Brenk toxicophore alerts (Figure 4). The Synthetic Accessibility (SA) score was evaluated at 2.38, indicating

a highly synthesizable scaffold suitable for rapid manufacturing scale-up.
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Figure 4: Bioavailability radar and physicochemical profile of the NCE_H1_Stealth candidate. The plot
confirms optimal druglikeness, falling entirely within the preferred physicochemical space.

Copyright © A.S. Pirolo 2026

4 Discussion

The optimization trajectory of the NCE_H1 scaffold highlights the delicate balance between spatial geome-

try and pharmacokinetic viability. The critical modification was the substitution of a polar nitrogen bridge

with a lipophilic methylene bridge (CH2) linking the core pyrazine to the indole moiety.

This single-atom substitution generated a dual advantage. First, it decreased the TPSA from approxi-

mately 79.0 Å2 to 67.35 Å2, shifting the molecule’s profile to bypass the restrictive physiological barriers

of the central nervous system. Second, the methylene bridge granted the indole "anchor" the rotational free-

dom necessary to optimize its π-stacking interactions with Trp252 and Trp258 of the viral fusion loop. This

geometric flexibility pushed the thermodynamic binding energy beyond the -5.0 kcal/mol threshold.

The resulting candidate, NCE_H1_Stealth, provides a structurally validated and synthetically accessible

molecular framework. Its confirmed capacity to cross the blood-brain barrier is of paramount importance,

addressing the systemic neurological dissemination that renders severe HCPS cases exceptionally lethal.

5 Conclusion

The primary objective of this study was to establish formal prior art for a novel, structurally validated,

and highly accessible non-covalent inhibitor targeting the Andes orthohantavirus Gc glycoprotein. The

resulting candidate, designated as NCE_H1_Stealth, is the absolute focal point of this discovery. It suc-

cessfully bridges the gap between high thermodynamic binding affinity and rigorous pharmacokinetic re-

quirements, specifically blood-brain barrier permeation. By deploying the hardware-agnostic GeoSol-SP

geometric sampling architecture, this work demonstrates that the rapid computational discovery of viable

molecular scaffolds for neglected pathogens can be achieved without reliance on proprietary infrastructures.
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The NCE_H1_Stealth scaffold is hereby released into the public domain as a Stage-1 lead candidate, ready

for synthetic evaluation.

5.1 Technological Implications and Practical Applications

This work establishes foundational molecular structures and methodologies with direct applications in:

• Epidemic Rapid Response: The public disclosure of NCE_H1_Stealth provides a direct, synthetic-

ready molecular scaffold to combat the systemic and neurological dissemination of hantaviruses, par-

ticularly crucial during acute maritime or rural outbreaks.

• Neuro-Penetrant Antiviral Design: The structural substitution utilized in this candidate (replacing

a polar nitrogen bridge with a lipophilic methylene linker) serves as a template for optimizing rigid

scaffolds to bypass efflux pumps while preserving binding affinity.

• Hardware-Agnostic Drug Discovery: The deployment of the HSCGS algorithm demonstrates that

high-fidelity geometric docking can be executed natively on consumer-grade hardware.

The disclosure of these molecular applications is intended to serve as prior art for the benefit of the

scientific community and to prevent proprietary restrictions on this specific chemical entity.

Declaration of Generative AI and AI-assisted Technologies

During the preparation of this work, the author used advanced AI systems strictly for the linguistic refine-

ment of the manuscript in English. After using these tools, the author reviewed and edited the content as

needed and takes full responsibility for the scientific validity, chemical design, and integrity of the published

article.

Intellectual Property and License

LICENSE: PolyForm Noncommercial 1.0.0

This preprint and the underlying algorithms are licensed under a PolyForm Noncommercial 1.0.0 li-

cense.

• Attribution: You must give appropriate credit, provide a link to the license, and indicate if changes

were made.

• Non-Commercial: You may not use the material for commercial purposes. Any commercial applica-

tion, including but not limited to pharmaceutical manufacturing, proprietary software integration, or

industrial R&D based on these findings requires explicit contact with the author.
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• No Derivatives: If you remix, transform, or build upon the material, you may not distribute the

modified material.

DEFENSIVE PUBLICATION NOTICE: Formal prior art is hereby established for the molecule des-

ignated as NCE_H1_Stealth (Exact SMILES: Fc1cnc(-c2cnc(Cc3c[nH]c4ccccc34)nc2)nc1), its spe-

cific application as a viral fusion loop inhibitor against Orthohantavirus, and all salts, prodrugs, and deriva-

tives thereof.

Commercial Licensing Inquiries: Please contact the author at lctrnc1@gmail.com for permissions not

contemplated in the PolyForm Noncommercial 1.0.0 license, regarding the molecule or the methodologies

described herein.

© 2026 Andres Sebastian Pirolo. All rights reserved.
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