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Chromatin structure as a determinant of transcriptional activity

Ishihara, Satoru
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A controlled amount of RNA is transcribed from an individual gene. To
elucidate contribution of chromatin structure to this quantitative control, the CYP19 gene, which
harbors three promoters with a different activity, was chosen as a model gene. The SEVENS assay
revealed that local density of nucleosomes in the promoter regions was inversely correlated to
transcriptional activity of each promoter of the CYP19 gene. Such correlation was confirmed by a
whole genome analysis in which DNA recovered from the SEVENS fractions was sequenced using next
generation sequencing technology.
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(Kotomura et al., PLoS One 10, e0128282)
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37-44)

Ishihara, S., Kotomura N., Yamamoto,

N., Ochiai, H. (2017) Ligation-
mediated PCR with a back-to-back
adapter reduces amplification bias
resulting from variations in GC



o

@

®

*

®

content. Anal. Biochem. 531, 37-44.
DOI: 10.1016/j.ab.2017.05.011.

Kotomura, N., Harada, N., Ishihara, S.

(2015) The proportion of chromatin
graded between closed and open states
determines the level of transcripts
derived from distinct promoters in
the CYP19 gene. PLoS One 10, e0128282.
DOI: 10.1371/journal .pone.0128282.

An LM-PCR method capable of evenly
amplifying DNA fragments with various
GC content. 39

.2016 11 30 12 2

. SEVENS assay: a chromatin
fractionation based on the local
density of nucleosomes. 53

.2015 9 13 H~

15
. SEVENS closed
open
. 7
. 2015 1 11H~12
C-cube.

ISHIHARA, SATORU

00300723

( )  KOTOMURA,NAOE

50571791

HARADA,NOBUHIRO

00189705

NIKAIDO, ITOSHI

00383290

SASAGAWA, YOHEI

10404344



