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In vitro

We aimed to determine the association of SATB1 with super-enhancers (SEs)
formation around metastasis-related genes during the malignant transformation of breast cancer
cells. Forced expression of SATB1 in non-invasive breast cancer cell line MCF-7 transiently
indicated malignant phenotypes. It was difficult to use as the cancer progression model. Therefore,
we used a lung cancer cell line A549, which can be stably induced epithelial-mesenchymal transition

(EMT), to analyze time-dependent SE formation by BRD4 ChIP-Seq. The results indicated that SEs

were reorganized during EMT. It was also shown that the motifs of transcription factors enriched in
SEs were altered during EMT.

SATB1



¢ (SE)”

SE
SATB1
T
T (Treq) SE
(Nat Immunol 2017,18:173) SATB1
(Nature 2008,452:187)
SATB1 SE
SE SATB1
SE
SATB1
1. SATB1
SATB1
(Nature 2008,452:187)
MCF-7  SKBR3 (Dox) SATB1
gPCR
SATB1
MB-231 MB-231 SE BRD4
SATB1 MCF-7
SE
2. ChiP-seq SATB1
SATB1
SATB1 DNA SATB1
MCF-7 SATB1 ChliP-seq SATB1
DNA BRD4 ChiIP-seq SATB1
SE SATB1 BRD4
SATB1 SE
3.

SE



SATB1 SE
Immuno-FISH SE SE
BRD4
SATB1
SATB1 MCF-7
SATB1 SATB1 gPCR
SATB1
MCF-7
EMT A549 SATB1 SE
A549 shRNA
SATB1
A549 TGFB EMT TGFB 96
E-Cadherin N-Cadherin EMT
EMT A549
EMT A549
RNA-seq EMT
EMT
EMT
SE BRD ChiP-seq EMT
SE
EMT SE EMT SE
TGFB SE
12 96
SE
SATB1 SE



6 1 0 1

Qianmei Wu, Takeru Fujii, Akihito Harada, Kosuke Tomimatsu, Atsuko Miyawaki-Kuwakado, Masatoshi
Fujita, Kazumitsu Maehara, Yasuyuki Ohkawa.

Genome-wide analysis of chromatin structure changes upon MyoD binding in proliferative 2021

myoblasts during the cell cycle.

J Biochem.
DOl

10.1093/jb/mvab001.

Nagasawa Masayuki Tomimatsu Kosuke Terada Koji Kondo Kenta Miyazaki Kazuko Miyazaki 526

Masaki Motooka Daisuke Okuzaki Daisuke Yoshida Tetsuya Kageyama Susumu Kawamoto Hiroshi

Kawauchi Akihiro Agata Yasutoshi

Long non-coding RNA MANCR is a target of BET bromodomain protein BRD4 and plays a critical role 2020

in cellular migration and invasion abilities of prostate cancer

Biochemical and Biophysical Research Communications 128 134
DOl

10.1016/j .bbrc.2020.03.043

Hirai Seiya Tomimatsu Kosuke Miyawaki-Kuwakado Atsuko Takizawa Yoshimasa Komatsu Tetsuro 50

Tachibana Taro Fukushima Yutaro Takeda Yasuko Negishi Lumi Kujirai Tomoya Koyama Masako

Ohkawa Yasuyuki Kurumizaka Hitoshi

Unusual nucleosome formation and transcriptome influence by the histone H3mm18 variant 2021

Nucleic Acids Research 72 91
DOl

10.1093/nar/gkab1137

Miyawaki- Kuwakado Atsuko Wu Qianmei Harada Akihito Tomimatsu Kosuke Fujii Takeru Maehara 26

Kazumitsu Ohkawa Yasuyuki

Transcriptome analysis of gene expression changes upon enzymatic dissociation in skeletal 2021

myoblasts

Genes to Cells 530 540

DOl
10.1111/gtc.12870




Tomimatsu K Bihary D Olan I Parry AJ Schoenfelder S Chan ASL Slater Guy StC Ito Y Rugg- 2

Gunn PJ Kirschner K Bermejo-Rodriguez C Seko T Kugoh H Shiraishi K Sayama K Kimura H

Fraser P Narita M Samarajiwa SA Narita M

Locus-specific induction of gene expression from heterochromatin loci during cellular 2021

senescence

Nature Aging 31 45
DOl

10.1038/s43587-021-00147-y

Maehara Kazumitsu Tomimatsu Kosuke Harada Akihito Tanaka Kaori Sato Shoko Fukuoka Megumi 17

Okada Seiji Handa Tetsuya Kurumizaka Hitoshi Saitoh Noriko Kimura Hiroshi Ohkawa Yasuyuki

Modeling population size independent tissue epigenomes by ChlIL- seq with single thin sections 2021

Molecular Systems Biology 10323

DOl
10.15252/msb.202110323

2021







