Appendix A. Reproducibility and SNP-Level Observations
Purpose and Scope
Appendix A enumerates specific Y-chromosome SNP identifiers observed in a focal E-Y250637 lineage that have canonical placement in other haplogroups according to major databases (YFull, FTDNA). These observations are presented strictly as database-reported SNP states, without mechanistic inference or claims of descent. The purpose is reproducibility, transparency, and methodological clarity in evaluating rare cross-tree SNP reporting behavior under high-coverage sequencing conditions.
No theological, ethnic, or identity claims are made or implied by inclusion of these data.
Table A1. SNPs Observed in the Focal E-Y250637 Lineage with Canonical Haplogroup Associations Elsewhere
Notes on Interpretation
1. All SNP associations listed under “Canonical Haplogroup Association(s)” reflect database placement and/or published population-genetic literature, not claims of biological descent or identity transmission.
2. Both Y585859 and ZS8223 are explicitly labeled as residing within the J1-P58 priestly (Cohanim-associated) landscape, consistent with peer-reviewed literature at the clade level and long-standing project/community annotation.
3. Multi-haplogroup reporting behavior (e.g., FT109073) is treated as a methodological observation, reinforcing the need for standardized validation protocols when interpreting rare SNP states.
4. Inclusion in this appendix does not alter the exclusionary framework, which operates at the clade-level temporal and geographic constraint scale.
[image: ](Karmin 2015; Poznik 2016; ISOGG; YFull technical documentation)
All SNP identifiers are reproducible via YFull YTree v11+ and FamilyTreeDNA Discover (accessed 2026), using the canonical SNP search interface
Certain SNP states appear within clades that have been historically characterized as priestly-associated lineages in prior literature; however, such cultural associations are noted strictly as phylogenetic annotations and are not invoked as explanatory mechanisms within the repair flexibility framework.
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Table A1. SNPs Observed in the Focal E-Y250637 Lineage with Canonical
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