141

papers

147

all docs

58990

7,655 43
citations h-index
147 147
docs citations times ranked

80

g-index

/817

citing authors



10

12

14

16

18

_

ARTICLE IF CITATIONS

Sex-biased regulatory changes in the placenta of native highlanders contribute to adaptive fetal

development. ELife, 2024, 12, .

Large-scale genome sequencing redefines the genetic footprints of high-altitude adaptation in

Tibetans. Genome Biology, 2023, 24, . 8.1 57

High Arterial Oxygen Saturation in the Acclimatized Lowlanders Living at High Altitude. Phenomics,
2023, 3, 329-332.

Integrative Omics Reveals Rapidly Evolving Regulatory Sequences Driving Primate Brain Evolution.

Molecular Biology and Evolution, 2023, 40, . 47 13

Polygenic adaptation leads to a higher reproductive fitness of native Tibetans at high altitude.
Current Biology, 2023, 33, 4037-4051.e5.

Comparative Genomic Analysis Identifies Greatd€“Apea€“Specific Structural Variants and Their

Evolutionary Relevance. Molecular Biology and Evolution, 2023, 40, . 47 6

Brain developmental and cortical connectivity changes in transgenic monkeys carrying the
human-specific duplicated gene <i>SRGAP2C«/[i>. National Science Review, 2023, 10, .

The distinct morphological phenotypes of Southeast Asian aborigines are shaped by novel mechanisms

for adaptation to tropical rainforests. National Science Review, 2022, 9, . 10.0 9

Initiation of the Primate Genome Project. Zoological Research, 2022, 43, 147-149.

Seasonality and Sex-Biased Fluctuation of Birth Weight in Tibetan Populations. Phenomics, 2022, 2, 5.4 12
64-71. .

A Late Pleistocene human genome from Southwest China. Current Biology, 2022, 32, 3095-3109.e5.

Genetic adaptation of skin pigmentation in highland Tibetans. Proceedings of the National Academy of

Sciences of the United States of America, 2022, 119, . 7.5 30

Tracing the Genetic Legacy of the Tibetan Empire in the Balti. Molecular Biology and Evolution, 2021,
38, 1529-1536.

A cynomolgus monkey with naturally occurring Parkinson's disease. National Science Review, 2021, 8, . 10.0 25

3D Genome of macaque fetal brain reveals evolutionary innovations during primate corticogenesis.
Cell, 2021, 184, 723-740.e21.

<i>De novo</[i>assembly of a Tibetan genome and identification of novel structural variants

associated with high-altitude adaptation. National Science Review, 2020, 7, 391-402. 10.0 52

Ancient genomes reveal tropical bovid species in the Tibetan Plateau contributed to the prevalence of

hunting game until the late Neolithic. Proceedings of the National Academy of Sciences of the United
States of America, 2020, 117, 28150-28159.

Chromatin accessibility landscape and regulatory network of high-altitude hypoxia adaptation.

Nature Communications, 2020, 11, . 14.2 85



20

22

24

26

28

30

32

34

36

ARTICLE IF CITATIONS

A Matrilineal Genetic Perspective of Hanging Coffin Custom in Southern China and Northern

Thailand. IScience, 2020, 23, 101032.

The transcriptomic landscape of yaks reveals molecular pathways for high altitude adaptation.

Genome Biology and Evolution, 2019, , . 2:5 55

Prioritizing natural-selection signals from the deep-sequencing genomic data suggests multi-variant
adaptation in Tibetan highlanders. National Science Review, 2019, 6, 1201-1222.

Long-read assembly of the Chinese rhesus macaque genome and identification of ape-specific

structural variants. Nature Communications, 2019, 10, . 14.2 70

Identifying Lineage-Specific Targets of Natural Selection by a Bayesian Analysis of Genomic
Polymorphisms and Divergence from Multiple Species. Molecular Biology and Evolution, 2019, 36,
1302-1315.

Transgenic rhesus monkeys carrying the human <i>MCPH1<[i> gene copies show human-like neoteny of

brain development. National Science Review, 2019, 6, 480-493. 10.0 64

Trio deep-sequencing does not reveal unexpected off-target and on-target mutations in Cas9-edited
rhesus monkeys. Nature Communications, 2019, 10, .

Transcriptomic Landscape of von Economo Neurons in Human Anterior Cingulate Cortex Revealed by

Microdissected-Cell RNA Sequencing. Cerebral Cortex, 2019, 29, 838-851. 2.9 43

A transgenic monkey model for the study of human brain evolution. Zoological Research, 2019, 40,
236-238.

Blunted nitric oxide regulation in Tibetans under high-altitude hypoxia. National Science Review, 2018,
5,516-529. 100 37

Integrated analysis supports ATXN1 as a schizophrenia risk gene. Schizophrenia Research, 2018, 195,
298-305.

Systems-level analysis of risk genes reveals the modular nature of schizophrenia. Schizophrenia 9.4 04
Research, 2018, 201, 261-269. :

Darwinian Positive Selection on the Pleiotropic Effects of KITLG Explain Skin Pigmentation and Winter
Temperature Adaptation in Eurasians. Molecular Biology and Evolution, 2018, 35, 2272-2283.

Down-Regulation of <i>EPAS1<[i>Transcription and Genetic Adaptation of Tibetans to High-Altitude

Hypoxia. Molecular Biology and Evolution, 2017, , msw280. 4.7 119

Crossé€altitude analysis suggests a turning point at the elevation of 4,500 m for polycythemia
prevalence in Tibetans. American Journal of Hematology, 2017, 92, .

Differentiated demographic histories and local adaptations between Sherpas and Tibetans. Genome 81 g4
Biology, 2017, 18, . :

Sherpas share genetic variations with Tibetans for higha€altitude adaptation. Molecular Genetics &amp;

Genomic Medicine, 2017, 5, 76-84.

EP3004Y246€58;18° f o754 €20°54(E—2e° @85e"8,04S O —ee—#22c 34 6€,4°"é«aZYa12Z2°§¢Z ¢ f. Zoological Researely, 2017, 38, 163-17



38

40

42

44

46

48

50

52

54

ARTICLE IF CITATIONS

GCH1aY24 400 e—ee—6é« aZY6€,4°"4 e (E¥al20e¢™". Zoological Research, 2017, 38, 155-162.

Recent Positive Selection Drives the Expansion of a Schizophrenia Risk Nonsynonymous Variant

at<i>SLC39A8<[i>in Europeans. Schizophrenia Bulletin, 2016, , sbv070. 4.3 39

<i>HMOX2«<[i>Functions as a Modifier Gene for High-Altitude Adaptation in Tibetans. Human Mutation,
2016, 37, 216-223.

GWASa€identified schizophrenia risk SNPs at <i>TSPAN18</i> are highly diverged between Europeans and
East Asians. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2016, 171, 1.8 10
1032-1040.

No association between schizophrenia susceptibility variants and macroscopic structural brain
volume variation in healthy subjects. American Journal of Medical Genetics Part B: Neuropsychiatric
Genetics, 2016, 171, 160-168.

Comparative Methylome Analyses Identify Epigenetic Regulatory Loci of Human Brain Evolution.

Molecular Biology and Evolution, 2016, 33, 2947-2959. 47 >8

Ancestral Origins and Genetic History of Tibetan Highlanders. American Journal of Human Genetics,
2016, 99, 580-594.

Emergence and evolution of inter-specific segregating retrocopies in cynomolgus monkey (Macaca) Tj ETQq0 0 0 rgBT IOverlgclz 10Tf5

Age-related gene expression change of GABAergic system in visual cortex of rhesus macaque. Gene,
2016, 590, 227-233.

Adaptive evolution of interleukin-3 (IL3), a gene associated with brain volume variation in general

human populations. Human Genetics, 2016, 135, 377-392. 3.1 10

Impact of a <i>cis</i>-associated gene expression SNP
on chromosome 20q11.22 on bipolar disorder susceptibility, hippocampal
structure and cognitive performance. British Journal of Psychiatry, 2016, 208, 128-137.

A Genetic Mechanism for Convergent Skin Lightening during Recent Human Evolution. Molecular

Biology and Evolution, 2016, 33, 1177-1187. 47 52

Regional selection of the brain size regulating gene CASC5 provides new insight into human brain
evolution. Human Genetics, 2016, 136, 193-204.

Biological relevance of fatty acyl heterogeneity to the neural membrane dynamics of <i>Rhesus</i>

macaques during normative aging. Oncotarget, 2016, 7, 55970-55989. L7 36

Genetic evidence of a recent Tibetan ancestry to Sherpas in the Himalayan region. Scientific Reports,
2015, 5, .

Y-chromosome diversity suggests southern origin and Paleolithic backwave migration of

Austro-Asiatic speakers from eastern Asia to the Indian subcontinent. Scientific Reports, 2015, 5, . 3.7 26

A 3.4-Rb Copy-Number Deletion near EPAS1 Is Significantly Enriched in High-Altitude Tibetans but Absent

from the Denisovan Sequence. American Journal of Human Genetics, 2015, 97, 54-66.

Allelic variation at 5-HTTLPR is associated with brain morphology in a Chinese population. Psychiatry

Research, 2015, 226, 399-402. 34 4



56

58

60

62

64

66

68

70

72

ARTICLE IF CITATIONS

Systematic Integration of Brain eQTL and GWAS Identifies<i>ZNF323</i>as a Novel Schizophrenia Risk

Gene and Suggests Recent Positive Selection Based on Compensatory Advantage on Pulmonary
Function. Schizophrenia Bulletin, 2015, 41, 1294-1308.

Estrogen regulation of microcephaly genes and evolution of brain sexual dimorphism in primates. 2.0 12
BMC Evolutionary Biology, 2015, 15, . :

Psychiatric genetics in China: achievements and challenges. Molecular Psychiatry, 2015, 21, 4-9.

Protein-Protein Interaction and Pathway Analyses of Top Schizophrenia Genes Reveal Schizophrenia
Susceptibility Genes Converge on Common Molecular Networks and Enrichment of Nucleosome

(Chromatin) Assembly Genes in Schizophrenia Susceptibility Loci. Schizophrenia Bulletin, 2014, 40, 43 4

Human-Specific Hypomethylation of CENPJ, a Key Brain Size Regulator. Molecular Biology and
Evolution, 2014, 31, 594-604.

Failure of replicating the association between hippocampal volume and 3 single-nucleotide
polymorphisms identified from the European genome-wide association study in Asian populations. 3.3 3
Neurobiology of Aging, 2014, 35, 2883.e1-2883.e2.

Evolutionary Origin and Human-Specific Expansion of a Cancer/Testis Antigen Gene Family. Molecular
Biology and Evolution, 2014, 31, 2365-2375.

A Linguistically Informed Autosomal STR Survey of Human Populations Residing in the Greater 05 20
Himalayan Region. PLoS ONE, 2014, 9, e91534. :

An Updated Phylogeny of the Human Y-Chromosome Lineage 02a-M95 with Novel SNPs. PLoS ONE, 2014,
9, e101020.

A Functional MiR-124 Binding-Site Polymorphism in IQGAP1 Affects Human Cognitive Performance. PLoS 05 14
ONE, 2014, 9, e107065. )

Functional divergence of the brain-size regulating gene MCPH1during primate evolution and the
origin of humans. BMC Biology, 2013, 11,.

Analysis of mitochondrial genome diversity identifies new and ancient maternal lineages in Cambodian

aborigines. Nature Communications, 2013, 4, . 14.2 46

Genetic Evidence of Paleolithic Colonization and Neolithic Expansion of Modern Humans on the
Tibetan Plateau. Molecular Biology and Evolution, 2013, 30, 1761-1778.

Functional divergence of the rapidly evolving miR-513 subfamily in primates. BMC Evolutionary 2.0 13
Biology, 2013, 13, 255. )

Reply to: ZNF804A and schizophrenia: An open peer commentary. American Journal of Medical Genetics
Part B: Neuropsychiatric Genetics, 2013, 162, 73-74.

Genetic analysis of common variants in the CMYAS (cardiomyopathy-associated 5) gene with

schizophrenia. Progress in Neuro-Psychopharmacology and Biological Psychiatry, 2013, 46, 64-69. 42 13

Meta-analysis supports association of a non-synonymous SNP in ZNF804A with schizophrenia.

Schizophrenia Research, 2013, 149, 188-189.

Analysis of common genetic variants identifies<i>RELN</i>as a risk gene for schizophrenia in Chinese

population. World Journal of Biological Psychiatry, 2013, 14, 91-99. 3.9 33



74

76

78

80

82

84

86

88

90

ARTICLE IF CITATIONS

SLC6A15 rs1545843 and Depression: Implications From Brain Imaging Data. American Journal of

Psychiatry, 2013, 170, 805-805.

Impact of the genome-wide schizophrenia risk single nucleotide polymorphism (rs1625579) in miR-137 on

brain structures in healthy individuals. Psychiatric Genetics, 2013, 23, 267. L4 10

Identification of a Tibetan-Specific Mutation in the Hypoxic Gene EGLN1 and Its Contribution to
High-Altitude Adaptation. Molecular Biology and Evolution, 2013, 30, 1889-1898.

Meta-Analysis Indicates That the European GWAS-ldentified Risk SNP rs1344706 within ZNF804A Is Not

Associated with Schizophrenia in Han Chinese Population. PLoS ONE, 2013, 8, e65780. 2:5 27

Genetic Evidence of an East Asian Origin and Paleolithic Northward Migration of Y-chromosome
Haplogroup N. PLoS ONE, 2013, 8, e66102.

An Evaluation of Association between a Novel Hippocampal Biology Related SNP (rs7294919) and

Schizophrenia. PLoS ONE, 2013, 8, e80696. %5 1

Research proceedings on primate comparative genomics. Zoological Research, 2013, 33, 108-118.

Meta-analysis and brain imaging data support the involvement of VRK2 (rs2312147) in schizophrenia 04 51
susceptibility. Schizophrenia Research, 2012, 142, 200-205. :

MCPH1/BRIT1 represses transcription of the human telomerase reverse transcriptase gene. Gene, 2012,
495, 1-9.

<i>ZNF804A<i> and schizophrenia susceptibility in Asian populations. American Journal of Medical

Genetics Part B: Neuropsychiatric Genetics, 2012, 159B, 794-802. 1.8 31

Identification and functional characterization of a primate&€specific E2F1 binding motif regulating
MCPH1 expression. FEBS Journal, 2012, 279, 491-503.

The Interleukin 3 Gene (IL3) Contributes to Human Brain Volume Variation by Regulating Proliferation

and Survival of Neural Progenitors. PLoS ONE, 2012, 7, e50375. 2.5 87

A common variant of the cardiomyopathy associated 5 gene (CMYAS5) is associated with schizophrenia
in Chinese population. Schizophrenia Research, 2011, 129, 217-219.

Genome sequencing and comparison of two nonhuman primate animal models, the cynomolgus and

Chinese rhesus macaques. Nature Biotechnology, 2011, 29, 1019-1023. 25.8 302

Extended Y Chromosome Investigation Suggests Postglacial Migrations of Modern Humans into East
Asia via the Northern Route. Molecular Biology and Evolution, 2011, 28, 717-727.

Rapid evolution and copy number variation of primate RHOXF2, an X-linked homeobox gene involved in

male reproduction and possibly brain function. BMC Evolutionary Biology, 2011, 11,. 3.0 33

Allelic Differences Between Han Chinese and Europeans for Functional Variants in ZNF804A and Their

Association With Schizophrenia. American Journal of Psychiatry, 2011, 168, 1318-1325.

Genetic Variations in Tibetan Populations and High-Altitude Adaptation at the Himalayas. Molecular

Biology and Evolution, 2011, 28, 1075-1081. 47 369



92

94

96

98

100

102

104

106

108

ARTICLE IF CITATIONS

Molecular Adaptation of Modern Human Populations. International Journal of Evolutionary Biology,

2011, 2011, 1-8.

Global distribution of Y-chromosome haplogroup C reveals the prehistoric migration routes of

African exodus and early settlement in East Asia. Journal of Human Genetics, 2010, 55, 428-435. 2.2 112

Characterization and Comparison of the Tissue-Related Modules in Human and Mouse. PLoS ONE, 2010,
5,e11730.

Diversity and evolution of MicroRNA gene clusters. Science in China Series C: Life Sciences, 2009, 52, 13 53
261-266. :

Origin of modern humans in East Asia: clues from the Y chromosome. Frontiers of Biology in China:
Selected Publications From Chinese Universities, 2009, 4, 241-247.

I) form of kallikrein 8, a gene involved in

Functional characterization of the human-specific (typ 125 1
6 .

e
learning and memory. Cell Research, 2009, 19, 259-267.

Y chromosome evidence of earliest modern human settlement in East Asia and multiple origins of
Tibetan and Japanese populations. BMC Biology, 2008, 6, .

Paternal genetic affinity between western Austronesians and Daic populations. BMC Evolutionary 2.0 o5
Biology, 2008, 8, 146. )

Allele frequency distribution of 21 forensic autosomal STRs in 7 populations from Yunnan, China.
Forensic Science International: Genetics, 2008, 3, el1-e12.

A common SNP of MCPH1 is associated with cranial volume variation in Chinese population. Human 31 51
Molecular Genetics, 2008, 17, 1329-1335. ’

Molecular Evolution of a Primate-Specific microRNA Family. Molecular Biology and Evolution, 2008,
25, 1493-1502.

Rapid evolution of an X-linked microRNA cluster in primates. Genome Research, 2007, 17, 612-617. 4.7 145

Genetic studies of human diversity in East Asia. Philosophical Transactions of the Royal Society B:
Biological Sciences, 2007, 362, 987-996.

A novel fusion gene, TRIM5-Cyclophilin A in the pig-tailed macaque determines its susceptibility to HIV-1 04 130
infection. Aids, 2007, 21, S19-526. :

A human-specific mutation leads to the origin of a novel splice form of neuropsin (KLK8), a gene
involved in learning and memory. Human Mutation, 2007, 28, 978-984.

Rapid Evolution, Genetic Variations, and Functional Association of the Human 17 1
Spermatogenesis-Related Gene NYD-SP12. Journal of Molecular Evolution, 2007, 65, 154-161. )

Detecting positive darwinian selection in brain-expressed genes during human evolution. Science

Bulletin, 2007, 52, 324-335.

The testis-specific apoptosis related gene TTL.6 underwent adaptive evolution in the lineage leading to 9.4 4
humans. Gene, 2006, 370, 58-63. ’



110

112

114

116

118

ARTICLE IF CITATIONS

Detecting lineage-specific adaptive evolution of brain-expressed genes in human using rhesus macaque

as outgroup. Genomics, 2006, 88, 745-751.

Molecular Evolution of CXCR1, a G Protein-Coupled Receptor Involved in Signal Transduction of

Neutrophils. Journal of Molecular Evolution, 2005, 61, 691-696. L7 17

Accelerated Evolution of the Pituitary Adenylate Cyclase-Activating Polypeptide Precursor Gene
During Human Origin. Genetics, 2005, 170, 801-806.

Y-Chromosome Evidence of Southern Origin of the East Asiand€“Specific Haplogroup O3-M122. American 6.5 175
Journal of Human Genetics, 2005, 77, 408-419. :

Genetic Structure of Hmong-Mien Speaking Populations in East Asia as Revealed by mtDNA Lineages.
Molecular Biology and Evolution, 2005, 22, 725-734.

Adaptive evolution of MRGX2, a human sensory neuron specific gene involved in nociception. Gene,

2005, 352, 30-35. 2.4 35

Adaptive evolution of primate TRIM5I+, a gene restricting HIV-1 infection. Gene, 2005, 362, 109-116.

Molecular evolution of microcephalin, a gene determining human brain size. Human Molecular

Genetics, 2004, 13,1131-1137. 3.1 146

Recent Origin of a Hominoid-Specific Splice Form of Neuropsin, a Gene Involved in Learning and
Memory. Molecular Biology and Evolution, 2004, 21, 2111-2115.

Genetic evidence supports demic diffusion of Han culture. Nature, 2004, 431, 302-305. 34.3 419

Construction, characterization and chromosomal mapping of bacterial artificial chromosome (BAC)




128

130

132

134

136

138

140

ARTICLE IF CITATIONS

GENETIC HISTORY OF ETHNIC POPULATIONS IN SOUTHWESTERN CHINA. , 2001, , 57-67.

THE GENETIC TRAIL FROM SOUTHEAST ASIA TO THE PACIFIC. , 2001, , 135-145. 0]

Distribution of three HIV-1 resistance-conferring polymorphisms (SDF1-3a€2A, CCR2-64l, and CCR5-”32) in
global populations. European Journal of Human Genetics, 2000, 8, 975-979.

Natives or immigrants: modern human origin in east asia. Nature Reviews Genetics, 2000, 1, 126-133. 34.2 220

Provincial distribution of three HIV-1 resistant polymorphisms (CCR5-”32, CCR2-64l, and SDF1-34€2 A) in
China. Science in China Series C: Life Sciences, 2000, 43, 16-20.

Multiple origins of Tibetan Y chromosomes. Human Genetics, 2000, 106, 453-454. 3.1 57

Y chromosome haplotypes reveal prehistorical migrations to the Himalayas. Human Genetics, 2000, 107,
582-590.

Y-Chromosome Evidence for a Northward Migration of Modern Humans into Eastern Asia during the

Last Ice Age. American Journal of Human Genetics, 1999, 65, 1718-1724. 6.5 408

Genetic Diversity in the Snub-Nosed Monkey (Rhinopithecus bieti) as Estimated by Protein
Electrophoresis. Conservation Biology, 1995, 9, 947-951.

Genetic diversity in the Chinese pangolin (Manis pentadactyla) inferred from protein electrophoresis. 13 5
Biochemical Genetics, 1994, 32, 343-349. )

Multiple genotypes of mitochondrial DNA within a horse population from a small region in Yunnan
province of China. Biochemical Genetics, 1994, 32, 371-378.

Genetic diversity in the Chinese pangolin (Manis pentadactyla) inferred from protein electrophoresis. 13 o
Biochemical Genetics, 1994, 32-32, 343-349. :

Multiple genotypes of mitochondrial DNA within a horse population from a small region in Yunnan
province of China. Biochemical Genetics, 1994, 32-32, 371-378.

Genome-wide association study of pigmentary traits (skin and iris color) in individuals of East Asian

ancestry. Peer), 0, 5, e3951. 0.2 28

Sex-biased regulatory changes in the placenta of native highlanders contribute to adaptive fetal

development. ELife, 0, 12, .




