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“Mapping Human Genetic Diversity in Asia”
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Pan Asian SNP Consortium, Science (2009)



Location |Latitude |Longitude | Ethnicity | Language @ size
. |26.5 127.9 Ryukyuan i
[]Altaic 357 139.8 Japanese | Japanese | 71 |
M Sino-Tibetan 35.7 139.8 Japanese Japanese | 44
" Hmong-Mien 36.9 127.5 Korean Korean | 80
M Tai-Kadai 40.0 116.4 Han Chinese |45
B Austro-Asiatic 31.2 121.5 Han Chinese 21
o Austronesian 25.0 121.5 Han MinNan | 48
M Papuan 25.0 121.5 Han Hakka 32
gy Vb M Dravidian Singapore |1.4 103.8 Han MinNan 30
-~ lIndo-European China 23.3 113.5 Han Cantonese | 30 |
/ & HENiger-Congo | China___ |26.3 108.7 Hmong Hmong | 26
— Thailand [18.6 98.1 Hmong Hmong | 20
~ Thailand _[20.0 100.2 Yao lu-Mien 19 =1
— China__ [24.4 1102 Zhuang Zhuang | 26 I
' L\ China 18.9 109.8 Jiamao Jiamao L |
L S 100 Thailand _|19.2 100.9 Tai Lue Lue |20 i
100 Thailand |18.4 98.9 Tai Yong 18 11
t =+, [Thailand_[18.6  [ss.s TaiKern | TaiKen | 18 1|
7 5 Thailand _[19.0 99.0 Tai Yuan Tai Yuan 20 11
K "b Avi Thailand [18.7 100.5 Miabri Miabri | 18
74 Thailand_[19.1 100.9 H'Tin Mal | 18 L
| Thailand_[204 |99 |Plang _Blang |18 1]
4 2 7 9 3 S N PS 228 100.2 Wa Wa 56 Il
14 Thailand |18.4 98.1 Lawa Lawa L 19
Thailand | 18.0 98.4 Karen Karen 20 |
i 101.0 Jinuo Jinuo | 29 '™
99.2 Palong Palong | 18 i
1551 Melanesian | Nasioi | s
124.7 Alor 19 |
1247 emba Lembata 19
123.0 Lamaholot Lamaholot 20
120.1 Manggarai | Manggarai | 19
| 1205 Manggarai | Manggarai | 17
120.0 Kambera Kambera 20
im gy WV 123.3 Negrito Agta . B
p y p ° 120.2 Negrito Aeta 8
1256 Negrito Mamanwa 19
100 121.1 Negrito Iraya | 9
ET < 7%. Philippines 119 (1220 | Negrito | Al )
/ Taiwan 237 1214 Ami Ami .10
121.4 Atayal Atayal 10
\Y . [N 1219 Urban llocano 20
‘ ﬁ E‘ 121.0 | Urban Tagalog | 19 |
b 1_ I/ /3 % 122.4 | Urban Visaya | 20
5 1259 | Manobo Manobo 18
| Indonesia |-0.3 98.4 Mentawai | Mentawai | 15 |
Indonesia | -4.7 119.7 Toraja Toraja | 20 |
Indonesia |-3.0 1047 Malay Malay | 12
Indonesia |1.5 100.0 Batak Karo | Batak Karo | 17 |
ﬁ w%. b\ 5 100 Indonesia |2.3 99.1 Batak Batak Toba | 20 |
Indonesia [1.2 116.7 Dayak Benuak |12
Malaysia |2.8 1022 Malay Minangkabau .20
Singapore | 1.4 103.8 Malay Malay .30
I Malaysia_|5.3 | 102.0 Malay _Malay 18
Indonesia |-6.2 106.7 Javanese Javanese | 34
100 Indonesia |-7.3 110.4 Javanese Javanese 19
— Indonesia |-6.2 106.7 Sundanese | Sunda .25
(‘_ Malaysia |1.4 110.2 _Bidayuh Jagoi | 50
Malaysia |2.9 10214 Proto-Malay | Temuan 49
100 Malaysia |5.4 101.1 Negrito Jehai | 50
Malaysia |5.7 100.9 Negrito Kensiu .30
100 Thailand |18.5 98.9 | Mon Mon 119
India 304 79.2 Tharu Pahari 20
India 34.7 76.5 Spiti 23
China ET | 86.6 Uyghur
100 India 153 77.8
Singapore [1.4 103.8
India 26.7 74.0
_India 23.0 88.2 Upper-caste | Be L 16 | PAS N PC
100 India 291 76.5 Upper-c 23 14
India 19.7 759 Upper-caste | Marathi | 14 -
100 52 India 26.8 81.4 Upper-caste | Hindi |15 S
_| India 26.7 74.0 _| Upper-caste | Hindi_ 115 Clence
usa 51.5 -0.1 European | English 60 |
Nigeria 7.4 3.9 Yoruba Yoruba .60

(2009)

(ancestral allelesh & % A most recent common ancestor)
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I Yoshiura K et al. Nat. Genet. (2006)
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LETTERS

https://doi.org/10.1038/s41588-018-0100-5

Genome-wide association meta-analysis of
individuals of European ancestry identifies new
loci explaining a substantial fraction of hair color
variation and heritability

Pirro G. Hysi®"2?*, Ana M. Valdes"**?*, Fan Liu®3%"2% Nicholas A. Furlotte®, David M. Evans ©%°,
Veronique Bataille', Alessia Visconti(®', Gibran Hemani®, George McMahon'®, Susan M. Ring',
George Davey Smith™, David L. Duffy", Gu Zhu", Scott D. Gordon", Sarah E. Medland ",

Bochao D. Lin?, Gonneke Willemsen', Jouke Jan Hottenga', Dragana Vuckovic'®, Giorgia Girotto',
llaria Gandin®, Cinzia Sala', Maria Pina Concas", Marco Brumat©®, Paolo Gasparini™",

Daniela Toniolo™, Massimiliano Cocca®™, Antonietta Robino*, Seyhan Yazar'®", Alex W. Hewitt (0161819,
Yan Chen®%, Changging Zeng®, Andre G. Uitterlinden?®?, M. Arfan lkram©?, Merel A. Hamer?%,
Cornelia M. van Duijn?, Tamar Nijsten?, David A. Mackey'"®"®, Mario Falchi', Dorret |. Boomsma'?,
Nicholas G. Martin", The International Visible Trait Genetics Consortium??, David A. Hinds 8,
Manfred Kayser2%>* and Timothy D. Spector?>*

Hysi PG et al. Nat Genet 50, 652-656 (2018)
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ARTICLES

https://doi.org,/10.1038/541588-018-0090-3

Genome-wide association analyses identify 44
risk variants and refine the genetic architecture of
major depression

Major depressive disorder (MDD) Is a common iliness accompanied by considerable morbidity, mortality, costs, and heightened
risk of suicide. We conducted a genome-wide assoclation meta-analysis based in 135,458 cases and 344,901 controls and iden-
tified 44 independent and significant locl. The genetic findings were assoclated with clinical features of major depression and
implicated brain regions exhibiting anatomical differences In cases. Targets of antidepressant medications and genes involved
In gene splicing were enriched for smaller assoclation signal. We found important relationships of genetic risk for major depres-
sion with educational attainment, body mass, and schizophrenia: lower educational attainment and higher body mass were
putatively causal, whereas major depression and schizophrenia reflected a partly shared biological etiology. All humans carry
lesser or greater numbers of genetic risk factors for major depression. These findings help refine the basis of major depression
and imply that a continuous measure of risk underlies the clinical phenotype.

Wray NR et al. Nat Genet 50, 668-681 (2018)
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