ﬁ Balkan DNA Explained Simply.

Greece GR ¢ Albania AL ¢ Bulgaria BG ® North Macedonia Mk

(Greek Macedonia GR # North Macedonia Mk — different historical categories)

Based on Southern Arc, Balkan Transect, and Bronze Age Balkan datasets.

No jargon. No propaganda. Evidence-based.

© Rule #1 — DNA is a record, not a title deed
DNA shows:

e persistence

® mixing

e regional diversification

e later expansions

It does NOT prove ownership of history.

All Balkan populations share the same deep Neolithic / Paleo-Balkan foundation.

si¢ Hellas (Greece) — the Aegean formation anchor GR



Ancient DNA consistently shows Greece dominated by prehistoric Aegean / Paleo-Balkan
ancestry.

The Aegean Bronze Age population is clearly documented.

Example: Griffin Warrior (~1450 BCE)

Sample 113519 clusters with Aegean populations and shows little or no detectable steppe
ancestry in that analysis.

7 This confirms an established Aegean formation layer before later northern admixture.

This represents earliest archaeogenetic formation visibility, not exclusivity.

Greek Macedonia sits inside this Aegean formation continuum.

Greek Epirus shows continuity plus western interaction due to geography and isolation
pockets.

ﬁ Griffin Warrior lineage network clarification:

The Griffin Warrior carries an upstream F-macro lineage assignment (downstream
unresolved).

This does not indicate a primitive lineage.

It indicates placement inside a broader paternal network that later produces lJ and J.

Therefore:



P The Griffin Warrior demonstrates that Aegean populations already belonged to the
lineage network from which later J diversification emerges.

This is population context — not a claim that he carried J2 specifically.

& 12 formation — Aegean diversification model

J2 derives from earlier eastern Mediterranean / West Eurasian populations present during
the Neolithic and Bronze Age.

Greek J2 frequencies can be explained via a standard demographic mechanism:

Domestic expansion mechanism

1. Early lineage presence

2. Local diversification

3. Founder effects

4. Isolation preservation (e.g., Mani)

5. Later historical amplification

Same mechanism elsewhere:

e Western Balkans = J2b diversification (Cetina horizon)

e Bulgaria = corridor reshaping

* North Macedonia - lineage accumulation



i Greek J2 therefore reflects early participation in the Aegean formation network followed
by local diversification — not a single late migration event.

@ J2 geographic debate nuance

Academic debate places early J diversification somewhere within the wider Near East /
eastern Mediterranean sphere (Anatolia—Levant—Iran interaction zone).

Key distinction:

e macro-lineage origin # diversification location

e early presence # modern frequency

e Aegean visibility reflects diversification participation, not exclusive origin

@ Rare lineage persistence examples

Population isolates can preserve older lineage structure.

Common examples discussed in genetics:

e Mani paternal preservation

* Aegean island founder effects (e.g., Lesvos: Y-A)

e mountain isolation across the Balkans



£ Persistence of rare or upstream lineages is expected under continuity models.

Preservation supports long-term population stability.

AL Albania — western Balkan continuity

Ancient DNA modelling places Albania within the western Balkan branch of the Paleo-Balkan
population system.

Key signals:

e strong Neolithic ancestry

* Bronze and Iron Age western Balkan continuity
e Adriatic regional diversification

e persistence through Roman period

e early-medieval admixture layered onto existing populations

Western Balkan Bronze Age datasets (including Cetina-associated individuals) show inland
Adriatic populations differentiated but part of the same system.

Modern Albanians reflect:

e western Balkan persistence
e founder amplification
* mountain isolation

¢ historical mobility



e language shift without replacement

Common paternal signals:

¢ J2b-L283 — western Balkan diversification

e E-V13 — Balkan expansion lineage

* R1b /12 — broader European lineages

P Albania’s strongest genetic feature = regional persistence with founder amplification.

BG Bulgaria — corridor reshaping

Bulgaria occupies a major demographic corridor.

Ancient DNA shows:

¢ Paleo-Balkan substrate continuity

* repeated Mediterranean gene flow

e early medieval northern admixture

* long-term mixing without replacement

Ancient datasets show:

e Thracian individuals cluster with SE Europe

* Roman mobility increases Mediterranean interaction

e early medieval admixture adds northern ancestry without removing earlier layers



Modern Bulgarian structure reflects:

e persistent base

e corridor-mediated reshaping

e later demographic expansions

Common paternal signals:

* E-V13

e Rla

*J2

P Bulgaria represents the clearest example of reshaping without replacement.

MK North Macedonia — high-mix corridor expression

North Macedonia sits between:

® Aegean south

e western Balkans

¢ northern Balkan corridor

Expected outcome: mixture.



Structure reflects:

¢ Paleo-Balkan continuity

e strong corridor exposure

* multi-direction interaction

e early medieval admixture layered onto existing populations
Shows:

e higher variability than southern Greece

e overlapping signals with neighbours

e accumulated interaction layers

7 North Macedonia is the strongest expression of the corridor effect.

Three demographic waves

Bl Neolithic foundation
n Bronze Age regional formation

Historical reshaping

@ Western / steppe influence



Present but regionally variable.

Lower in the Aegean than northern Europe.

Steppe = additional layer, not population reset.

ﬁ The “Big Three” paternal signals
J2a - Aegean formation visibility
J2b - western Balkan diversification
E-V13 - later expansion lineage

@ Parallel diversification symmetry

Aegean and western Balkan regions share early lineage pools but diversify differently due to
geography.

This supports parallel regional diversification rather than single-origin narratives.

ﬁ Frequency illusion

Modern frequency reflects expansion success — not oldest presence.

& Cetina clarified



Bronze Age diversification horizon — not ethnic origin.

[l Modern Y-DNA ranges

GR Greece

12 ~20-30% ® E-V13 ~20-35%

AL Albania

E-V13 ~27-35% ¢ J2b ~10-20%

BG Bulgaria

E-V13 ~18-25% e |12 / R1a strong

MK North Macedonia

12 ~25-30% * E-V13 ~20-25%

Same lineages — different amplification histories.

GR Macedonia & Epirus mini genetics box

Greek Macedonia = Aegean continuity zone

Epirus = continuity + western interaction



North Macedonia = corridor expression

Variation reflects interaction intensity.

@ Corridor effect

Corridor regions accumulate ancestry from multiple directions.

Mixed signal = expected continuity.

iy Roman mobility

Roman networks increase shared Mediterranean ancestry without replacement.

A Slavic migration nuance

Admixture occurred with strong regional variation.

Southern Greece shows weaker impact than corridor zones.

Admixture # replacement.



ﬁ AUTOSOMAL DNA — primary evidence.

Autosomal DNA (SNP data) reflects ancestry from all ancestors and is the primary evidence
used in archaeogenetics.

Studies such as Southern Arc and Balkan Transect rely on autosomal modelling (PCA,
gpAdm).

Autosomal results consistently show:
e shared Neolithic foundation
* Bronze Age differentiation

e Roman mobility influence

e early medieval admixture layered onto existing populations

@ Autosomal priority principle (micro-box)

If autosomal DNA demonstrates continuity, a haplogroup expansion cannot be interpreted
as population replacement.

Y-DNA tracks lineages.

Autosomal DNA tracks populations.

@ The real question

Not “who was first”.



Framework:

Greece - earliest documented formation visibility
Albania - strongest regional persistence
Bulgaria = strongest reshaping

North Macedonia = strongest corridor layering

i Kill-shot argument

All Balkan populations descend from the same Neolithic and Paleo-Balkan foundation, later
differentiated during the Bronze Age and reshaped by Roman mobility and early medieval
admixture. The Aegean stands out because its formation is documented earlier — not
because its ancestry is exclusive.

6 Biggest myths destroyed

Haplogroup = ethnicity 3§
Frequency = origin X

Mixing = replacement 3§

Cetina = ethnicity $¢

Albanians unchanged lllyrians 3§

Greeks replaced by Slavs 9§



Q, One sentence

Same ancestry, Different expansion, Different times.

FINAL TAKEAWAY

Greek continuity is real —

but it exists inside a shared Balkan population history.

Layering explains difference,

Not replacement!

/\ Scientific note

Percentages are modelling ranges.
Lineages do not equal identity.
Ancient DNA sampling remains incomplete.

Cetina reflects diversification, not modern ethnicity.

Replacement narratives are not supported.



8] Academic disclaimer:

This summary reflects current palaeogenomic evidence. Percentages are modelling
estimates, lineage frequencies reflect later demographic expansion, and ancient DNA
sampling remains incomplete.

Percentages are modelling estimates, lineage frequencies reflect later demographic
expansion, and ancient DNA sampling remains incomplete. Interpretations reflect current
palaeogenomic consensus.

& Core Ancient DNA (Foundation of Post)

n Aegean Bronze Age formation / Mycenaeans

Lazaridis et al. — Southern Arc (Science, 2022)

https://www.science.org/doi/10.1126/science.abm4247

Free version:

https://pmc.ncbi.nlm.nih.gov/articles/PMC10019558/

Supports: Aegean formation visibility, Mycenaean clustering, Griffin Warrior context.

Balkan continuity with admixture (not replacement)

Olalde et al. — Balkan Transect (Cell, 2023)

https://www.cell.com/cell/fulltext/S0092-8674(23)01135-2




Publisher page:

https://www.sciencedirect.com/science/article/pii/S0092867423011352

Supports: Roman mobility, early medieval admixture layered on existing populations.

Foundational Southeastern Europe ancient DNA dataset

Mathieson et al. (Nature, 2018)

https://www.nature.com/articles/nature25778

Supports: Bronze Age Balkan structure, lineage presence (incl. J2b context).

n Western Balkan Bronze Age genomes (Cetina context)

Freilich et al. 2021

https://pmc.ncbi.nlm.nih.gov/articles/PMC8373892/

Supports: Regional diversification in Croatia / western Balkans.

E Cetina valley individuals (Southern Arc supplementary)

Supplement dataset:

https://pmc.ncbi.nlm.nih.gov/articles/instance/10019558/bin/NIHMS1873747-supplement-
abg0755 HistoricalPeriod Supplement.pdf

Supports: J2b-L283 Bronze Age western Balkan signal.

n Greek paternal continuity / Maniot preservation



Nature Communications — Deep Maniot study

https://www.nature.com/articles/s42003-026-09597-9

Supports: Preservation of older paternal landscape.

Albanian genetic modelling (continuity + admixture)

bioRxiv preprint (Albanian origins)

https://www.biorxiv.org/content/10.1101/2023.06.05.543790v2.full

PDF:

https://www.biorxiv.org/content/10.1101/2023.06.05.543790v2.full.pdf

Supports: Western Balkan continuity model.

(Note: preprint — not peer reviewed)

n Mediterranean mobility / Roman movement

Scientific Reports (Mediterranean admixture)

https://www.nature.com/articles/s41598-017-01802-4

Supports: Southern Arc interaction networks.

E Y-DNA structure in Europe (framework for haplogroups)

Semino et al.



https://academic.oup.com/mbe/article/25/9/1912/1065315

Supports: Interpretation of haplogroups as lineage expansions.

m E-V13 expansion research

Cruciani et al.

https://academic.oup.com/mbe/article/24/6/1300/984002

Review:

https://www.nature.com/articles/ejhg201417

Supports: E-V13 expansion timing and demographic amplification.

n n Early farmer ancestry framework

Hofmanova et al. 2016

https://www.nature.com/articles/nature16152

Supports: Neolithic foundation across Europe.

n Steppe ancestry model (background layer)

Haak et al. 2015

https://www.nature.com/articles/nature14317

Supports: Bronze Age steppe contribution framework.



Bl [l Peloponnesean DNA- limited Slavic Influence

Subpopulations considered by Fallmerayer to be Slavic tribes or to have Near Eastern origin,

have no significant ancestry of either. This study rejects the theory of extinction of medieval

Peloponneseans and illustrates how genetics can clarify important aspects of the history of a
human population.

Stamatoyannopoulos, G., Bose, A., Teodosiadis, A. et al. Genetics of the peloponnesean
populations and the theory of extinction of the medieval peloponnesean Greeks. Eur J Hum
Genet 25, 637-645 (2017). https://doi.org/10.1038/ejhg.2017.18

https://www.nature.com/articles/ejhg201718

https://www.ncbi.nlm.nih.gov/pmc/articles/PMC5437898
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@ RULE #1: DNA IS A RECORD, NOT A TITLE DEED.

THE BALKAN GENETIC LANDSCAPE: SIMPLE, SCIENTIFIC, & CONNECTED.
UNPACKING THE “SOUTHERN ARC” & “BALKAN TRANSECT” STUDIES (2022-2023)

ANCIENT PALEO-BALKAN FOUNDATION (AEGEAN ANCHOR) MEDIEVAL SLAVIC MIGRATIONS @ ROMAN/EAST MEDITERRANEAN LAYERS
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‘ﬁ > WE ARE THE SAME ANCIENT HOUSE WITH DIFFERENT AMOUNTS OF NEW PAINT. @& L-‘
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