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Neandertalczycy

Pierwsze slady o cechach neandertalskich

(Azja) juz ok. 400 000 lat temu A
Vi33-16

Zyt w Europie, wyginat okoto 30 000 lat 8

temu 3

o
i
ey

Przodkowie cztowieka wspotczesnego
zasiedlili Europe ok. 40 000 - 50 000 lat

temu

Czy Neandertalczycy byli przodkami
Europejczykow, czy krzyzowali sie z
ludzmi?
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A reconstruction of a Neanderthal is standing a the Neandertal Museum. The
Neandertal Museum, which is located between Mettmann and Dusseldorf, North
Rhine-Westphalia, contains the pre- and early history of human beings and of the

Neanderthals, who were named after the place of discovery of the fossil Neandertal 1.
Picture from 23 Auqgust 2013.




MtDNA - wnioski

HVR 1
Vindija 75
Sekwencje mtDNA Neandertalczyka lokujg 120 |
sie poza drzewem populacji ludzkich ezkaistaya
Linie rozdzielity sie zanim przodkowie
cztowieka opuscili Afryke
Africans
Nie sg bardzie] podobne do sekwencii - i |
europejskich nomAfricans
Brak sladow mieszania sie 22 ? Africans
Neandertalczykow i ludzi wspotczesnych .
1 African
1 1 African
1 1 African

J Africens

Knight A. (2003): Journal of Human Evolution, 44:627-32.



Svante Paabo

Genom Neandertalczyka
NEANDERTALCZYK

. W POSZUKIWANIU
- Zsekwencjonowano fragmenty mtDNA z ZAGINIONYCH GENOMOW

Kilku probek (1997) - Neandertalczyk
boczna linig, a nie przodkiem cztowieka

+ Zsekwencjonowano ok. 106 bp DNA
jadrowego (20006)

+ 60% genomu jadrowego (2010)
+ Obecnie - 99% genomu z pokryciem 50x

dla pojedynczych osobnikdw (z ~40 mg
koscil)




Analiza DNA genomowego -
2000

- Rozejscie sie linii cztowieka i
Neandertalczyka znacznie wczesniejsze
niz ekspansja cztowieka z Afryki

Slady krzyzéwek miedzy
Neandertalczykiem a Homo sapiens

706,000 y.a. ~370,000 y.a. ~41,000 y.a.
Coalescence time of Split of ancestral Earliest modern humans
human and Neanderthal human and Neanderthal in Europe
reference sequences populations ~195,000 y.a. | ~28,000 y.a.
Earliest known anatomically | Most recent known
modern humans Neanderthal remains

Modern
human

Neanderthal

—
Genomic data

Fossil data

essmme Evolutionary lineage of human and Neanderthal reference sequences

| Evolutionary lineage of ancestral human and Neanderthal populations



Czy cztowiek | Neandertalczyk sie krzyzowali?

- Wieksze podobienstwo u mieszkancow Eurazji niz Afryki

-~ 2-49% miejsc zmiennych genomow Eurazji z warlantami pochodzenia
neandertalskiego

+ Prawdopodobnie dochodzito do krzyzowania przodkow mieszkancow Eurazji z
Neandertalczykami, ale juz po wyjsciu z Afryki



Neandertalczycy | ludzie

Analiza DNA z wykopalisk z terenu Rumunii
| Wioch

Ludzie i Neandertalczycy krzyzowali sie
jeszcze w Europie ok. 40 000 lat temu

Slady mieszania odnaleziono tez w
genomach Neandertalczykow

DNA taken from a 40,000-year-old modern human
jawbone from the cave Pestera cu Oase in Romania
reveals that this man had a Neandertal ancestor as

recently as four to six generations back.
IMAGE, SVANTE PAABO, MAX PLANCK INSTITUTE FOR EVOLUTIONARY

ANTHROPOLOGY



Nie tylko Neandertalczyk

Szczatki z jaskini Denisowa (Attaj)

Wspotczesni Neandertalczykom

Prawdopodobnie grupa siostrzana
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Sekrety naszych przodkow

- Kompletha sekwencja genomu z jaskini
Denisova (2013) sugeruje przeptyw genow
miedzy H. sapiens, H. neanderthalensis |
byC moze jeszcze jednym, nieznanym

gatunkiem
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Altitude adaptation in Tibetans caused by

4 ' introgression of Denisovan—]ike DNA
C O n a m d a+y te krzyZOW kl ? Emilia Huerta Sanchez">**, Xin Jin"**, Asan'® *, Zhuoma Bianba’* , Benjamin M. Peter?, Nicolas Vinckenbosch?, Yu Liang">®,

Xin Yi">¢, Mingze He Mehmet Somel Peixiang N Bo Wang Xlaohua ou, Huasang J angbal Luosang Zha X Pi ng Cuo‘o,
Kui Li", Gu0¥1 Gao Ye Yin', Wei Wang Xiuging Zhangl 4, Xun Xu', Huanmlng Yang"'>®| Yingrui Li', Jian Wang"®
Jun Wang"! 9 & Rasmus Nielsen"> 0.2

- Genetyczne podtoze adaptacji do zycia na
duzych wysokosciach u Tybetanczykow - iy
warianty genu EPAS1 (szlak hipoksji) T ‘

E:-

WL L L

Denisova

-+ Zwigzane z konkretnym haplotypem
EPAS1, czestym u Tybetanczykow, rzadkim
u Chinczykow Han

Tibetans

- Haplotyp ten wystepuje w sekwencii
Denisowian

Han Chinese
—
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Figure 2 | Haplotype pattern in a region defined by SNPs that are at high
frequency in Tibetans and at low frequency in Han Chinese. Each column is
a polymorphic genomic location (95 in total), each row is a phased haplotype
(80 Han and 80 Tibetan haplotypes), and the coloured column on the left
denotes the population identity of the individuals. Haplotypes of the Denisovan
individual are shown in the top two rows (green). The black cells represent the
presence of the derived allele and the grey space represents the presence of
the ancestral allele (see Methods). The first and last columns correspond to the

194 | NATURE | VOL 512 | 14 AUGUST 2014



Czy rozne gatunki moga sie
Krzyzowac?

- Whbrew scistej definicji gatunku - tak, jezeli
sg dostatecznie blisko spokrewnione.

- Np. niedzwiedzie brunatne i polarne (i inne
gatunki niedzwiedzi).

- odlegtos¢ ewolucyjna podobna do
cztowieka i Neandertalczyka

Mieszaniec niedzwiedzia brunatnego i polarnego
Rothschild Museum, Tring
© wikipedia
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le byto fal migracji”

- Szczatki H. sapiens sprzed ~100 tys. lat
znajdowane poza Afryka (np. Chiny

- Plerwsza migracja ~120 kYA - przodkowie

mieszkancow Australii i Oceanii

+ Kolejna fala - ~ 80 kYA - Eurazja

THE MIGRATION OF ANATOMICALLY MODERN HUMANS

Evidence from fossils, ancient artefacts and genetic analyses combine to tell a compelling story
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Two routes jump out as prime candidates for the human exodus
out of Africa. A northern route would have taken our ancestors
from their base in eastern sub-Saharan Africa across the Sahara
desert, then through Sinai and into the Levant. An alternative
southern route may have charted a path from Djibouti or Eritrea
in the Horn of Africa across the Bab el-Mandeb strait and into
Yemen and around the Arabian peninsula. The plausibility of
these two routes as gateways out of Africa has been studied as
part of the UK’s Natural Environment Research Council's
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programme "Environmental Factors in the Chronology of Human
Evolution & Dispersal” (EFCHED).

During the last ice age, from about 80,000 to 11,000 years
aqo, sea levels dropped as the ice sheets grew, exposing large
swathes of land now submerged under water and connecting
regions now separated by the sea. By reconstructing ancient
shorelines, the EFCHED team found that the Bab el-Mandeb
strait, now around 30 kilometres wide and one of the world's
busiest shipping lanes, was then a narrow, shallow channel.
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Early humans may have taken this southern route out of Africa.
The northern route appears easier, especially given the team's finding
that the Suez basin was dry during the last ice age. But crossing the
Sahara desert is no small matter. EFCHED scientist Simon Armitage of
the Royal Holloway University of London has found some clues as to
how this might have been possible. During the past 150,000 years,
North Africa has experienced abrupt switches between dry, arid
conditions and a humid climate. During the longer wetter periods
huge lakes existed in both Chad and Libya, which would have
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provided a "humid corridor" across the Sahara.

Armitage has discovered that these lakes were present around Flake tools and
10,000 years ago, when there is abundant evidence for human stone points
occupation of the Sahara, as well as around 115,000 years ago, ~15k

when our ancestors first made forays into Israel. It is unknown
whether another humid corridor appeared between about 65,000
and 50,000 years ago, the most likely time frame for the human
exodus. Moreover, accumulating evidence is pointing to the
southern route as the most likely jumping-off point.
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Emergence of AMH briefly occupy
anatomically modern Israel (Skhul and Qafzeh)
humans (AMH) in Africa
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le byto fal migracji”? -
najnowszy model

Pierwsza fala migracji (xOoA): zasiedlil Azje
Pd.-Wsch., ale wyginell

Druga fala migracji (OoA) - przodkowie
wszystkich wspotczesnych populaciji poza
Afryka

Krzyzowanie sie XOoA z OoA u przodkow
dzisiejszych mieszkancow Australii |
Oceani

Poprzez xOoA wiekszy udziat genow
Neandertalczykow i Denisowian w Azji Pd.-
Wsch.
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Genomic analyses inform on migration events during the peopling of Eurasia

Luca Pagani, Daniel John Lawson, Evelyn Jagoda, Alexander Morseburg, Anders Eriksson, Mario Mitt, Florian Clemente, Georgi Hudjashov,
Michael DeGiorgio, Lauri Saag, Jeffrey D. Wall, Alexia Cardona, Reedik Magi, Melissa A. Wilson Sayres, Sarah Kaewert, Charlotte Inchley,
Christiana L. Scheib, Mari Jarve, Monika Karmin, Guy S. Jacobs, Tiago Antao, Florin Mircea lliescu, Alena Kushniarevich, Qasim Ayub, Chris

Tyler-Smith + etal.
Nature (2016) | doi:10.1038/nature19792



RoznorodnosC genomow cziowieka dzisial



IGSR: The International Genome Sample Resource

Providing ongoing support for the 1000 Genomes Project data

Home About Data

Portal Analysis

Contact Browser FAQ

IGSR and the 1000 Genomes Project
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The International Genome Sample Resource (IGSR) was established to ensure the ongoing usability of data generated by the 1000
Genomes Project and to extend the data set. More information is available about the IGSR.

Links

Announcements
IGSR Sample Collection Principles

1000 Genomes Project Publications

File formats

Software tools

Download data
User survey

Twitter

http://www.internationalgenome.org/



Projekt 1000 genomow

Table 1 | Median autosomal variant sites per genome

A global reference for human
genetic variation

The 1000 Genomes Project Consortium*

NATURE | VOL 526 | 1 OCTOBER 2015

AFR AMR EAS EUR SAS

Samples 661 347 504 503 489
Mean coverage 8.2 Ll

Var. sites Singletons Var. sites Singletons Var. sites Singletons Var. sites Singletons Var. sites Singletons
SNPs 4.31M 14.5k 3.64M 12.0k 3.55M 14.8k 3.53M 11.4k 3.60M 14.4k
Indels 625k - 557k - 546k - 546k - 556k -
Large deletions 1.1k 3 949 9 940 ¥ 939 O 947 9
CNVs 170 1 153 1 158 1 157 1 165 1
MEI (Alu) 1.03k 0] 845 0] 899 1 919 0] 889 0)
MEI (L1) 138 0] 118 0] 130 0] 123 0] 123 0]
MEI (SVA) 52 0] 44 0] 56 0] 53 0] 44 0]
MEI (MT) 5 0] 5 0] 4 0] 4 0] 4 0]
Inversions 12 0] 9 0) 10 0 9 0 11 0)
Nonsynon 12.2k 139 10.4k 121 10.2k 144 10.2k 116 10.3k 144
Synon 13.8k /8 11.4k 67/ 11.2k 79 11.2k 59 11.4k /8
Intron 2.06M 7.33k 1.72M 6.12k 1.68M 7.39k 1.68M 5.68k 1.72M 7.20k
UTR 37.2k 168 30.8k 136 30.0k 169 30.0k 129 30.7k 168
Promoter 102k 430 84.3k 332 81.6k 425 82.2k 336 84.0k 430
Insulator 70.9k 248 59.0k 199 57.7k 252 57.7k 189 59.1k 243
Enhancer 354k 1.32k 295k 1.05k 289k 1.34Kk 288k 1.02k 295k 1.31k
TFBSs 927 4 /759 3 /748 4 749 3 /765 3
Filtered LoF 182 4 152 3 153 4 149 3 1951 3
HGMD-DM 20 0] 18 0] 16 1 18 2 16 0
GWAS 2.00k 0) 2.07k 0] 1.99k 0 2.08k 0) 2.06k 0
ClinVar 28 0] 30 1 24 0] 29 1 27 i



Roznorodnosc genetyczna ludzi jest stosunkowo niewielka

30—
f~_ : . e 25 B

Gorillas

20 —

15 —

Chimpanzees

Orang-utans

10 —

Bonobos

Humans Chimps  Gorillas Orang-utans

Fig. 11 DNA sequence diversity within humans and great apes.
Values are based on the number of variable positions within each
species taking the number of sequences determined into account
(Watterson’s diversity estimator, 0,,).

Kassemann & Paabo, 2002, J. Int. Med. 251:1-18

2 Phylogenetic tree of 70 human, 30 chimpanzee, 5 bonobo, 11 gorilla and 14 orang-utan Xql3.3 DNA sequences. .



WiekszosC wariantow wspolna dla roznych populaci

MO

24 million 18 million 12 million

Private to Shared across
population all continents

Shared across
continents

Private to
continent

A global reference for human
genetic variation

The 1000 Genomes Project Consortium*

NATURE | VOL 526 | 1 OCTOBER 2015



|dea rasy

- Populacje ludzkie mozna potaczyC w duze grupy (3-5), ktore
+ Wykazujg podobienstwo wewnatrz grupy
* wykazujg roznice miedzy grupami

+ wykazujg znaczace roznice w zdrowiu, zdolnosciach, cechach charakteru
tp.



|dea rasy

- Populacje ludzkie mozna potaczyC w duze grupy (3-5), ktore
+ Wykazujg podobienstwo wewnatrz grupy
+ Wykazujg roznice miedzy grupami
+ Wykazujg znaczace roznice w zdrowiu, zdolnosciach

- lakie grupy nie istnieja

- Mozemy sledziC historie genow, migracji, grup, ale nie da sie na ich podstawie
tworzyC podziatdw



FProblem ras ludzkich

- Zagadnienie zmiennosci genetyczne;
cztowieka

+ Czy biologia uzasadnia podziaty rasowe?

Nott JC i Gliddon GR (1868) Indigenous Races of the Earth



Figure 10.2: Linnaeus’ 1756
classification of humans.



Johann Friedrich
Blumenbach

- 1775 - De generis humani varietate nativa

+ dras

- kaukaska
mongolska
malajska
etiopska e o e
amerykanska

- Nie uwazat zadnej rasy za “gorsza” co
do zdolnosci

- Adam | Ewa byli rasy kaukaskiej |
pochodzili z Azji




Georges Cuvier

- Tableau eélementaire de I'histoire naturelle
des animaux (1798)

- podziat ludzkosci na trzy rasy: kaukaska,
mongolska | etiopska

- Adam | Ewa byli rasy kaukaskiej
- “rasa biata przewyzsza inne pod

wzgledem geniuszu, odwagi |
aktywnosci”




Arthur de Gobineau

Essai sur I'inegalite des races humaines
(1853)

Tworca koncepciji “rasy aryjskiej”




A Darwin?

- Uzywat terminu “rasa” wobec odmian
zwierzat i roslin

- U cztowieka rozroznienie kulturowe, a nie
biologiczne

- “dzicy” | “cywilizowani”

- Podkreslat, ze cztowiek to jeden gatunek




Darwin O rasach

“It may be doubted whether any character
can be named, which is distinctive of a race
and is constant ... they graduate into each
other, and ... it is hardly possible to
discover clear, distinctive characters
between them ... *

“There is, however, no doubt that the
various races, when carefully compared
and measured, differ much from each
other”




Zagadnienie ras ludzkich

+ Argument Lewontina (1972)
Na podstawie analiz zmiennosci biatek (pierwsze analizy molekularne)

- zmiennosc wewnatrz grup kontynentalnych wieksza niz miedzy grupami
(85%/15%)

+ markery jednoznacznie odrozniajgce “rasy” - ~6% zmiennosci



Wiekszos¢ wariantow wspolna dla roznych populacii - argument
L ewontina w epoce genomu

24 million 18 million icinilic

\
Private to Shared across ‘
population all continents

Shared across
continents

Private to
continent

A global reference for human

genetic variation

00 Genomes Project Consortium*
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/miennosc a rasy

- Istniejg cechy, ktorych zmiennosc¢ wykazuje
korelacje (kowariancja)

- nie tworzg wyraznych zgrupowan, tylko
gradienty

* nie dzielg na tradycyjnie pojmowane rasy
(nawet takie cechy, jak odcien skory)

- dajg rézne wyniki zaleznie od wybranych
do analizy genow

- Podzialy sa zalezne od kontekstu
spotecznego (np. Sycylijczycy w USA na
poczatku XX w.)




Rdozne cechy - rozne podziaty

Percent of
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Aallele
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Zagadnienie ras ludzkich

- Tradycyjne podziaty rasowe oparte na cechach, ktore nie sg dobrg miarag
roznorodnosci genetycznej

+ kolor skory (~6 genow), ksztatt nosa | oczu — wptyw doboru



|stota rasy z biologicznego punktu widzenia

- Populacje cztowieka mozna podzieli¢ na kilka duzych grup, ktore:
*  Sg homogenne wewnatrz grupy
+ rOznig sie pomiedzy sobg

- [akie grupy nie Istnieja, niezaleznie od tego, czy analizuje sie korelacje wielu
alleli (Edwards), czy nie

- To, ze mozna znalezC markery, ktOre przypisza osobe do danej grupy etniczne
nie ma z tym nic wspolnego



Rasy a taksonomia

+ Z punktu widzenia taksonomii wszyscy
jestesmy Afrykanami

- W Afryce jest najwieksza r6znorodnosc

0.0090

A Sima de los Huesos

I Denisovans

I Neanderthals

I Africans

Asians and
Europeans



Rozne geny - rozne historie

mtDN

THE MIGRATION OF ANATOMICALLY MODERN HUMANS

Evidence from fossils, ancient artefacts and genetic analyses combine to tell a compelling story
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Two routes jump out as prime candidates for the human exodus
out of Africa. A northern route would have taken our ancestors
from their base in eastern sub-Saharan Africa across the Sahara
desert, then through Sinai and into the Levant. An alternative
southern route may have charted a path from Djibouti or Eritrea
in the Horn of Africa across the Bab el-Mandeb strait and into
Yemen and around the Arabian peninsula. The plausibility of
these two routes as gateways out of Africa has been studied as
part of the UK's Natural Environment Research Council's

Evolution & Dispersal” (EFCHED).

MIDDLE PALAEOLITHIC (EUROPE AND ASIA) / MIDDLE STONE AGE (SUB-SAHARAN AFRICA)

o

AMH briefly occupy
Israel (Skhul and Qafzeh)

Emergence of
anatomically modern
humans (AMH) in Africa
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Ice age begins

programme "Environmental Factors in the Chronology of Human

During the last ice age, from about 80,000 to 11,000 years
aqo, sea levels dropped as the ice sheets grew, exposing large
swathes of land now submerged under water and connecting
regions now separated by the sea. By reconstructing ancient
shorelines, the EFCHED team found that the Bab el-Mandeb
strait, now around 30 kilometres wide and one of the world's
busiest shipping lanes, was then a narrow, shallow channel.
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Early humans may have taken this southern route out of Africa.
The northern route appears easier, especially given the team's finding
that the Suez basin was dry during the last ice age. But crossing the
Sahara desert is no small matter. EFCHED scientist Simon Armitage of
the Royal Holloway University of London has found some clues as to
how this might have been possible. During the past 150,000 years,
North Africa has experienced abrupt switches between dry, arid
conditions and a humid climate. During the longer wetter periods
huge lakes existed in both Chad and Libya, which would have
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AMH reach
across S.E. Asia Australia

AMH begin to
leave Africa

AMH spread
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Symbolic engravings in ochre and ornamental
beads from marine shells at Blombos, South
Africa, and other shell beads in Taforalt, Morocco

Population explosion in Africa | [ Population explosion in Asia I

Wally’s Beach
(Us)

Human occupation
~13k

PACIFIC COASTAL ATLANTIC CROSSING
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Arlington Springs
(Us)

Leg bone ~13k

Cactus Hill
(us)

Small blades

20-17k

© South-east of Puebla
: (Mexico)

Ancient footprints

| Flow of genes around globe ~38k (contested)
—»—— Routes of migration
----- » - --- Alternative/contested routes

Anatomically modern humans

@ 10,000 years ago
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[ quebrada Jaguay |
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PACIFIC CROSSING

Monte Verde

provided a "humid corridor" across the Sahara. (Chile)

Armitage has discovered that these lakes were present around
10,000 years ago, when there is abundant evidence for human
occupation of the Sahara, as well as around 115,000 years ago, ~15k
when our ancestors first made forays into Israel. It is unknown
whether another humid corridor appeared between about 65,000
and 50,000 years ago, the most likely time frame for the human
exodus. Moreover, accumulating evidence is pointing to the
southern route as the most likely jumping-off point.

Flake tools and
stone points
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Rasy a medycyna

- |stniejg choroby genetyczne, ktorych czestosc jest rozna w roznych
populacjach

* np. mukowiscydoza (czesta na potnocy Europy) | talasemia (czesta w
obszarze srodziemnomorskim)

- Jednak stosowanie kryterium etnicznego w diagnozie jest bardzo ryzykowne

+ potwierdzone przypadki btednego diagnozowania - nie uwzglednienie
choroby rzadsze] w danej populaci

 np. mukowiscydozy u Afroamerykandw



Genetyka | “rasy”

Istnieje zmiennoSC genetyczna cztowieka (ale jest stosunkowo niewielka, okoto
0,1% genomu)

Moze nam wiele opowiedzieC 0 naszej historii (a racze] o wielu historiach)

Nie moze (I nie powinna) byC wykorzystywana by nas dzieli¢



Not even sure how i ended up with more anglo blood than German and french

" Anonymous (ID: {@NE2X8gh) == 08/22/16(Mon)21:44:47 No.86224577 P >>86224647

>>86224216 (OP)
Eastern European?

LOL you're not even white.

. VA 4
G e I I a et I l I CZ | I O S C | Anonymous (ID: (JE0INED8)) == 08/22/16(Mon)21:45:32 No.86224647 P >>86224992 >>86232972
y >>86224577

nice bait, i have blond hair and blue eyes

whiter than you'll ever be

" Anonymous (ID: @YEN#aP) == 08/22/16(Mon)21:46:05 No.86224697 P >>86224838

- Istniejg warianty genetyczne uznawane za - e B 739% Euopean

P ar s . - Southern European
wyrézniki danych populaci S m
.3% Nonspecific Southern European

] ] L, L. . ) B Northern European
o 1% B Biritish and Irish
Wystepujg w nich czesciegj, niz w innych [ m o
4 6% Nonspecific Northern European

05% W Eastern European

- Nie oznacza to, ze 01% W Ashkenaz

Nonspecific European

B 205% EastAsian & Native American

* muszg wystgpic u wszystkich o ee Amercan

0.6% East Asian

p rzed StaW|C | el | 4 5% Nonspecific East Asian & Native. ..

B 18% Sub-Saharan African

., B 03% Middle Eastern & North African

* nie moga wystgpic u innych populacii 02% W Notth Afican

0.1% Nonspecific Middle Eastern & N. ..

3.5% Unassigned

-+ Stosowanie genetyki do rozstrzygania e —

[~} Voting open for the 4chan Banner Contest! See the contest page for details.

kwestii etnicznych jest watpliwe Pt Gt Bt L] Ak o

File: wojak5.png (293 KB, 633x758)

Finding out I'm not white Anonymous (ID: (0zybgK7V ) &= 07/12/16(Tue)13:07:54 No 80718724 P >>80718785 >>B0718
>>807 19227 >>807 19396 >>80720500 >>80721291 >>80721901 >>80722047 >>80722693 >>80722835 »>60722906 >>80723226 >>80724722
>>80725158 >>B0725588 >>80725660 >>80726014 >>80726131 >>80726487 >>B0726603 >>80726833 >>B07260974 >>80727172 >>80727231
>>B80728863 >>80729235 >>80731250 >>B0731395 >>80731498 >>80732117 >>80732330 >>B073I3325 >>80733671 >>B0733807 >>80736023
>>80738381 >>80738393 >>80738420 >>80738735 >>80738760 >>80738786 >>80739314 >>80744546 >>80747924

>always think I'm Swedish, Germanic and white as fuck

>grow up 1o be a white nationalist, worshipping Hitler etc

>grandparents get old and start doing family research

>turns out I'm 25% ethnically Russian, 50% ethnically Finnish and 25% ethnically Sami

>realize my slightly slanted eyes making me look like a Hapa isn't a normal Swedish trait but a central-asiatic one
>realize | got a slavface

MY LIFE HAS BEEN A LIE WHERE DO | GO FROM HERE? DO | MOVE TO FINLAND?

Anonymous (ID: €IEIEETE)) == 07/12/16(Tue)13:08:57 No.80718785 P >>80718932 >>80720745 >>80723891
>>80718724 (OP)

Finnish not being white seems like a meme to me. A lot of finnish girls look pretty much indistinguishable from
swedes,




Roznorodnosc genetyczna a rasy

- Analiza zmiennosci genetycznej nie wspiera podziatu na duze jednostki (rasy)
-+ Pozwala na odtworzenie ztozonych i splatanych losow roznych grup ludzi
+ Ale nie jednostek

- Nie da sie stworzyC genetycznego testu jednoznacznie przypisujacego do
danej grupy



R1a - stowianska haplogrupa chromosomu Y*?

®

— WSIISTKE | POLSKA SWIAT BIZNES KULTURA WIEDZA TRENDY IINSPIRACJE 0

Newsweek.pl « Wiedza « Historia

Tajemnicze haplogrupy, czyli dowod na istnienie imperium Stowian?

Data publikacji: 28.12.2016, 14:00 . Ostatnia aktualizacja: 29.01.2017, 16:00

ROMAN ZUCHOWICZ

Czy na olbrzymich obszarach Wschodniej Europy istniato przed wiekami potezne
imperium stworzone przez Stowian? Niektorzy usituja dowodzic¢ tego na podstawie badan
genetycznych. Koronnym argumentem jest rozpowszechnienie na duzym obszarze tzw.
haplogrupy R1a. Czy taki dowéd ma jakikolwiek sens?



R1a w rzeczywistosci

Haplogroup
E1b1b1a1
G2a
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R1a

R1b

others
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Grupy - nie osoby

Da sie odrdzniC rozne grupy etniczne (ale
nie da sie ich spdjnie zgrupowac w kilka
ras)

Przewaznie nie da sie przypisac
jednoznacznie osoby do jednej z kilku
bliskich genetycznie (ale niekoniecznie

Kulturowo) grup

Jew
J

M-N.E_Makrani
VI-N.E_Palestinian

A-N.E_Libyan_
-N.E_Moroccan_Je



