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Ancient DNA Sequencing
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Why horsese

The horse
provided the fastest way
of transportation during
millennia, unfil the
iInvention of motor engines
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Expansion of steppe pastoralists from
the steppe, starting 5000YA: YAMNAYA

2/3 of a present-day Central European
person descends from that migration
(5000YA)

Steppe hypothesis
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The

Hundreds of breeds
Large diversity of sizes, shapes and colors
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The modern (wild) horse

Critically endangered (UICN)
2,100 individuals

Recovered from a stock of 12-16
individuals in zoos

Reserves in Mongolia

Przewalski’s



Time (kya)

The relationship between modern horses

Przewalski's
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The relationship between modern horses
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Horse domestication at BOTAI
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Horse domestication at BOTAI
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Time (kya)

3350-2950 BCE

https://indo-european.eu/maps/
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20 ancient Botai horses (5.5KYA)
+

A handful of Borly horses (5KYA)

Botai horses
Gavunitz et al. 2018
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https://indo-european.eu/maps/

3350-2950 BCE

Botai horses
Gavunitz et al. 2018
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3350-2950 BCE

https://indo-european.eu/maps/
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3350-2950 BCE
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Article

The origins and spread of domestic horses
from the Western Eurasian steppes
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< 4000 KYA: Expansion of DOM2
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>5000 KYA: DOM2 Homeland
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>5000 KYA: DOM2 Homeland

> 3,000 BCE
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>5000 KYA: DOM2 Homeland

> 3,000 BCE
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A V]
[RONPC06_Rom_m34801 | .-

A




Homeland of DOM?2
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Incongruence: CWC vs. DOM?2
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Incongruence: CWC vs. DOM?2
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0-4,200 BP
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Conclusions

The new era of horse-based mobility started
4,200YA, and not before

This is something we only can know thanks to ancient DNA
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Edible insect domestication
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Edible insect domestication
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Modern & ancient population diversity
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Modern & ancient population diversity
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Modern & ancient population diversity
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Edible insect domestication
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Ancient diversity
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