(®)
2016 2017

Elucidation of generation mechanism of genomic imprinting genes in Brassica

KAWANABE, Takahiro
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Uniparental gene expression, observed in both animals and plants, is
referred to as genomic imprinting. The aim of this research is to elucidate the generation mechanism
of genomic imprinting in Brassica rapa, a species related to Arabidopsis thaliana. We examined the
gene expression and DNA methylation status at the whole genome level. We found that the number of

imprinting genes in B.rapa is larger than the numbers of those reported in previous studies in
related species.
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FP-1 9,264 61,354,871 96.1
FP-2 10,699 70,859,078 95.9
FPxYS-1 10,449 69,203,159 94.2
FPXYS-2 10,756 71,236,622 94.3
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YS-2 10437 69,122,319 95.6
YSxFP-1 9,561 63,318,063 96.1
YSxFP-2 12,393 82,077,472 95.7
6

KawamuraK, Shimizu M, Kawanabe T, Pu Z,
Kodama T, Kgi M, Osabe K, Fujimoto R,
Okazaki K. Assessment of DNA markers for
seed contamination testing and selection of
disease resistance in cabbage. Euphytica. 213: 28.
(2017)

Kawanabe T, Ishikura S, Miyaji N, Sasaki T,
Wu LM, Itabashi E, Takada S, Shimizu M,
Takasski-Yasuda T, Osabe K, Peacock WJ,
Dennis ES, Fujimoto R. Role of DNA
methylation in hybrid vigor in Arabidopsis
thaliana. Proc Natl Acad Sci  USA.
113(43):E6704-E6711.  (2016)
https://doi.org/10.1073/pnas.1613372113

Saeki N, Kawanabe T, Ying H, Shimizu M,
Kojima M, Abe H, Okazaki K, Kgi M, Taylor
JM, Sakakibara H, Peacock WJ, Dennis ES,
Fujimoto R. Molecular and  celular
characteristics of hybrid vigour in a commercial
hybrid of Chinese cabbage.

BMC Plant Biol. 16:45. (2016)

Kawanabe T, Osabe K, Itabashi E, Okazaki K,
Dennis ES, Fujimoto R. Development of primer
sets that can verify the enrichment of histone
modifications, and their application to examining
vernalization-mediated chromatin changes in
Brassica rapa L. Genes Genet Syst. 91(1):1-10.
(2016)

Tonosaki K, Osabe K, Kawanabe T, Fujimoto
R. The importance of reproductive barriers and
the effect of allopolyploidization on crop
breeding. Breed Sci. 66(3):333-349. (2016)

Furihata HY, Suenaga K, Kawanabe T,
Yoshida T, Kawabe A. Gene duplication,
silencing and expression alteration govern the
molecular evolution of PRC2 genesin plants.
Genes Genet Syst. 91(2):85-95. (2016)



1
Brassica rapa

131
(2017)
1)
KAWANABE, Takahiro

40544507



