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Genome analysis of Yayoi people; its relevance for the origin of modern Japanese
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To disclose peopling in the Japanese archipelago, it is essential to
understand genetic characteristics of the Yayoi people, from where they came, what kind of influence
they contributed to the population structure of modern Japanese, especially from viewpoints of
genomic diversity. However, there have been very limited number of reports on genetic information of
the Yayoi people so far. In this project, we did determine complete nucleotide sequences of
mitochondrial genome for several human remains excavated from Yayoi archeological sites in northern
Kyushu and western Yamaguchi Prefecture. In addition, we have succeeded in obtaining their nuclear
genome data with high depth of coverage (more than 30). These precious data can help to clarify what

the Yayoi people were.

DNA SNP



Kihana, Mizuno et al. 2013



%

Mizuno et al. 2017)



Koji Ishiya, Fuzuki Mizuno, Li Wang, and Shintaroh Ueda 13
MitoIMP: A computational framework for imputation of missing data in low-coverage human 2019
mitochondrial genome
Bioinformatics and Biology Insights 1-9

DOl
https://doi.org/10.1177/1177932219873884
Kumagai M, Nishikawa D, Kawahara Y, Wakimoto H, Itoh R, Tabei N, Tanaka T, Itoh T. 26
TASUKE+: a web-based platform for exploring GWAS results and large-scale resequencing data 2019
DNA Research 445-452

Dol
doi: 10.1093/dnares/dsz022

Tanaka N, Shenton M, Kawahara Y, Kumagai M, Sakai H, Kanamori H, Yonemaru J, Fukuoka S,
Sugimoto K, Ishimoto M, Wu J, Ebana K.

Epub ahead of print

Whole-genome sequencing of the NARO World Rice Core Collection (WRC) as the basis for diversity 2020

and association studies

Plant Cell Physiol. pii: pcaa019
DOl

doi: 10.1093/pcp/pcaadl9

Watanabe Y, Naka I, Khor SS, Sawai H, Hitomi Y, Tokunaga K, Ohashi J 9

Analysis of whole Y-chromosome sequences reveals the Japanese population history in the Jomon 2019

period.

Scientific Reports 8556

DOl
https://doi.org/10.1038/s41598-019-44473-z




25

DNA 2020
38-41
DOI
73
2019
424-428
DOI
Fuzuki Mizuno, Li Wang, Saburo Sugiyama, Kunihiko Kurosaki, Julio Granados, Celta Gomez-Trejo, 44
Victor Acuna-Alonzo, and Shintaroh Ueda.
Characterization of complete mitochondrial genomes of indigenous Mayans in Mexico 2017
652 658

Annals of Human Biology

DOl
10.1080/03014460.2017.1358393

16 6 2

DNA

2019

2019




SNP

103

2019

DNA

2019

2019

73

2019




73

2019

73

2019

Khor Seik Soon

HLA

28

2019

Kumagai M, Nishikawa D, Kawahara Y, Wakimoto H, Itoh R, Tabei N, Tanaka T, Itoh T

TASUKE+: A Web-Based Platform for Large-Scale Resequencing Data and Exploring GWAS Results

International Plant & Animal Genome XXVIII

2020




214

NGS

2019

72

2018

27

DNA

2018

DNA

2019

2019




DNA

2019

MIZUNO, F, HAYASHI, M, ISHIYA, K, MATSUSHITA, M, MATSUSHITA, T, KUROSAKI, K, WANG, L, UEDA, S.

MitoGenome analysis of Yayoi period human remains excavated in northern Kyusyu and western Yamaguchi

The 71st Annual Meeting of the Anthropological Society of Nippon

2017

Mizuno Fuzuki, Hayashi Michiko, Ueda Shintaroh, Wang Li, Hasegawa Chika, Yamada Takashi, Kurosaki Kunihiko

Prospects for forensic DNA phenotyping using highly degraded DNA samples

24th Congress of the International Academy of Legal Medicine

2018

2019

262

DNA




(OHASHI Jun)

(80301141) (12601)

(KUMAGAI Masahiko)

(80738716) (82111)




