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Abstract 

This study documents the preservation of a high-status genetic reservoir from the 11th-century Arpad 
dynasty. By cross-referencing shared autosomal segments from two independent GEDmatch kits with 
modern raw genotype data, I identify a "Seven-Point Molecular Lock" across Chromosomes 15, 16, and 
22. This analysis validates the functional inheritance of traits governing physical stature, metabolic 
regulation, and neuro-biological resilience, moving the field from statistical segment estimation to 
functional genotype correlation.  

 

I. Results: The Multi-Chromosomal Forensic Map 

The shared ancestry between the modern subject and King Ladislaus I (Sample SZTL) is validated by a 
seven-point molecular lock. These matches represent the inheritance of a cohesive functional toolkit 
aligned to the GRCh37/Build 37 coordinate system.  

 

 

 

 

 

 

 

 

 

 

 

 



GedMatch One-To-One Autosomal Kit Comparisons 

1. Comparing modern subject and Kit KJ926928 (King Ladislaus I) 

 

 



 

 



 
(Source: GEDMatch) 

 

 

2. Comparing modern subject and Kit NJ5939229 (King Ladislaus I) 

 



 

 



 

 



 
(Source: GEDMatch) 

 

 

 

1. Chromosome 15: The Phenotypic and Developmental Anchor 

Chromosome 15 contains the most expansive area of shared inheritance, characterized by two high-
density clusters.  

• Proximal Cluster (27.6M - 29.4M | 5.5 cM): Contains the critical HERC2 (rs12913832: A/G) and 
OCA2 (rs1800407: C/C) loci. This segment captures the "Conquest-era" signature of ancestral 
nomadic fusion and acts as the structural anchor for a shared pigmentation block.  

• Distal Cluster (99.2M - 101.2M | 4.2 cM): Anchored at the IGF1R locus (rs2229765: G/G), this 
segment governs the growth signaling pathway.  

Narrative Analysis: These dual clusters serve as a biological blueprint for the Arpad lineage. The 
homozygous identity at these markers suggests a conserved inheritance of specific phenotypic traits, 
such as pigmentation and physical stature, that have remained stable for a millennium. The presence of 
these two distinct shared blocks suggests a high-fidelity transmission of the genomic "skeletal frame" 
associated with high-status Carpathian burials. 

 

 

 

 

 

 

 



 

 

CH15 HERC2 rs12913832 

 

CH15 OCA2 rs1800407 

 

 

 

 

 

 

 



CH15 IGF1R rs2229765 

 

 

 

2. Chromosome 16: Metabolic Regulatory Lock 

The shared 3.7 cM segment (1.45M - 3.29M) targeting the TSC2 gene region provides a secondary layer of 
evidence focused on metabolic resilience.  

• TSC2 Haplotype Block: Identical homozygous markers at rs17135764 (T/T) and rs45475793 
(G/G).  

Narrative Analysis: This molecular lock identifies a functional toolkit focused on metabolic energy 
regulation. The TSC2 gene is a primary regulator of the mTOR pathway, governing cell growth and energy 
homeostasis. In a forensic context, this represents a metabolic signature—a core component of the "Salt 
Road" genetic reservoir optimized for the physiological demands of a ruling military and administrative 
caste. 

 

 

 

 

 

 

 



CH16 TSC2 rs17135764 

 

TSC2 rs45475793 

 

3. Chromosome 22: The Neuro-Biological "Warrior" Lock 

The shared segment (20.0M - 22.0M) encompassing the COMT gene provides a window into the biological 
drivers of Arpad leadership.  

• COMT Functional Haplotype: Identical homozygous markers at rs4646312 (T/T) and rs4680 
(G/G).  

Narrative Analysis: This "Warrior" profile is associated with high-speed dopamine clearance and 
superior executive stability under pressure. Achieving a molecular lock at this locus provides evidence for 
the continuity of the cognitive toolkit required by the Arpad and Szekely elite. This segment acts as a 
functional link between documented history and biological reality.  



CH22 COMT rs4646312 

 

CH22 rs4680 

 
(Source: 23andMe) 

 

II. Methodology: Lead-In Accuracy & Functional Correlation 

The validity of these segments is established through Functional Genotype Correlation. A technical 
distinction is made regarding coordinate offsets: the 100kb distance between functional markers and the 
GEDmatch automated segment start is a standard artifact of the 100-SNP minimum threshold. Given the 



high SNP Density Ratio (0.56–0.63), these homozygous markers function as "Lead-In Matches," proving 
the shared DNA originates within the regulatory gene blocks themselves rather than random noise.  

 

III. Technical Conclusion: Evidence of Functional Haplotype Preservation 

This paper has successfully documented a multi-chromosomal forensic map that validates the biological 
continuity of the Arpad and Szekely high-status genetic reservoir. By identifying a Seven-Point Molecular 
Lock across Chromosomes 15, 16, and 22, the study proves that specific functional clusters—governing 
pigmentation (OCA2/HERC2), physical development (IGF1R), metabolic regulation (TSC2), and neuro-
biological resilience (COMT)—have remained conserved across approximately 1,000 years. 

The evidence presented here moves the study of ancient DNA (aDNA) from the realm of broad statistical 
estimation to the precision of functional genotype correlation. This study establishes a new investigative 
path for forensic genomics by integrating modern raw genotype data with high-resolution aDNA samples 
within a Build 37 coordinate framework. This methodology transforms genetic data into a functional map 
of human continuity, providing a robust framework for identifying high-fidelity ancestral reservoirs. 

 

Summary Table: The Seven-Point Lock  

Forensic Lock Chromosome Target Gene Shared Genotype (B37) 

Ancestry CH15 HERC2 A/G (Identical Heterozygous)  

Pigmentation CH15 OCA2 C/C (Identical Homozygous)  

Stature CH15 IGF1R G/G (Identical Homozygous)  

Metabolism CH16 TSC2 T/T (Identical Homozygous)  

Regulation CH16 TSC2 G/G (Identical Homozygous)  

Neuro-Logic CH22 COMT T/T (Identical Homozygous)  

Resilience CH22 COMT G/G (Identical Homozygous)  

 

 

 

IV. Discussion: The Living Bridge 

While the SNP locks provide microscopic validation, the broader admixture profile reveals the 
macroscopic landscape of this high-status reservoir.  



• Eurogenes K36: 

 

 

 

• Eurogenes K13 Oracle: My approximation of a "50% Romanian + 50% South Polish" split acts as 
the definitive historical anchor, mathematically reconstructing the noble migration of the Solvada 
Family from Transylvania into Galicia. Further historical investigation along with my DNA matches 
to Uyelgi Trans-Ural Volga, Avar, Scythian, Alan, Hungarian Conquering Elite, Aba, Arpad, Bathory 



and Hunyadi samples among others indicate that my paternal grandmother, Marian Solvada, was 
from a Szekely family that immigrated to Poland and later to America in the early 20th century. 

 

 

This synthesis of microscopic functional genetics and macroscopic population modeling proves that the 
Arpad legacy is not merely a historical concept, but a living, functional reality.  

 


