(7) Kalahari Basin prehistory before the advent
of food production — Genetics — Selection and Khoisan “split”

UPPSALA
UNIVERSITET

N\
9+ 1)--- (0 -HaN{E " St AU
Pr(ay,...,a.; 0 PR
- o B
it

gy L =T
n— l)gfla,! 2 s

Jakobsson |ab

Carina Schlebusch

carina.schlebusch@ebc.uu.se
Jakobsson Lab, Department of Evolutionary Biology
Evolutionary Biology Centre

Uppsala University, Sweden

Speaking (of) Khoisan, Leipzig 14-16 May 2015




Deep split

T (~100 kya) /

Khoe-San

% .
0.45T, 6% / “ S p I It”

Signals of
regional
selection

West Africans East Africans “Pygmy”  Khoe-San
Central Afr Southern Afr
Genomic Variation in Seven Khoe-San
Groups Reveals Adaptation and
Complex African History

Carina M. Schlebusch,™*t Pontus Skoglund,*t Per Sjodin,* Lucie M. Gattepaille,*
Dena Hema:mdez,2 Flora ]a:ly,ll Sen Li,! Michael De longh,“ Andrew Single‘mn,2
Michael G. B. Blum,® Himla Soodyall,® Mattias Jakobsson”*

19 OCTOBER 2012 VOL 338 SCIENCE www.sciencemag.org



High density dataset — Southern Africa
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T.(~100 kya)

Central San Mid-Way or “split” between
northern (purple) and southern (red) group

Questions — Split times — Admixture —
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Bantu-sp with central San admixture Northern with Southenrn San admixture
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PC2: 1.474%
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Principle component analysis

Southern African dataset
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Principle component analysis - Procrustus
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Predictive error relative to geography

Excl. Bantu-speakers

Southern African dataset
(values <1 show improved predictive capacity as compared to that of geography)

Southern African dataset
Incl. Bantu-speakers

African dataset
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Chromosome 10 - MYPN — Muscle growth and contaction — Ju’/hoansi
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ACTN3 rs1815739 T/T kids dropped from sports
programs everywhere — no chance for
Olympic glory

November 30, 2008 by dendrite

I was irked to see, in
today’s New York

young child having his
cheek swabbed so that
his parents could
ascertain his status at
the rs1815739 C/T

variant . T-alleles at

this site give rise to a
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ACTN3

* two types of muscle fibers,
* slow twitch and fast twitch

* Slow twitch fibers more efficient in using oxygen to generate energy,
fast twitch fibers are less efficient

* Fast twitch fibers fire more rapidly and generate more force.
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Lactase persistence - Maasal

Genome-wide iHS
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Stronger signal of recent selection for lactase
persistence in Maasai than in Europeans
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East African LP-mutation (red) in high frequency in the
Nama (Khoe) — lower in San groups
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Frequency of the -14010*C LP allele

Macholdt et al 2014,
Current Biology 24:875-879



