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17 Histone H3K23-specific acetylation by MORF is coupled to H3K14 acylation. Nature Communications,
2019, 10, 4724. 12.8 56

18 Transcutaneous Codelivery of Tumor Antigen and Resiquimod in Solid-in-Oil Nanodispersions
Promotes Antitumor Immunity. ACS Biomaterials Science and Engineering, 2019, 5, 2297-2306. 5.2 16



3

Hidetoshi Kono

# Article IF Citations

19 Free energy profile for unwrapping outer superhelical turn of CENP-A nucleosome. Biophysics and
Physicobiology, 2019, 16, 337-343. 1.0 8

20
Forewords to the special issue â€œProgress of theoretical and computational biophysicsâ€”in honor of
Professor Nobuhiro Goâ€™s outstanding contribution on the occasion of his 80th birthdayâ€•. Biophysics
and Physicobiology, 2019, 16, 173-175.

1.0 0

21 Investigating the Influence of Arginine Dimethylation on Nucleosome Dynamics Using All-Atom
Simulations and Kinetic Analysis. Journal of Physical Chemistry B, 2018, 122, 9625-9634. 2.6 11

22 MNase, as a probe to study the sequence-dependent site exposures in the +1 nucleosomes of yeast.
Nucleic Acids Research, 2018, 46, 7124-7137. 14.5 12

23 Free energy profiles for unwrapping the outer superhelical turn of nucleosomal DNA. PLoS
Computational Biology, 2018, 14, e1006024. 3.2 25

24 Loss-of-function mutations in Zn-finger DNA-binding domain of <i>HNF4A</i> cause aberrant
transcriptional regulation in liver cancer. Oncotarget, 2018, 9, 26144-26156. 1.8 17

25 Crystal structure of the overlapping dinucleosome composed of hexasome and octasome. Science,
2017, 356, 205-208. 12.6 77

26 Covalent Modifications of Histone H3K9 Promote Binding of CHD3. Cell Reports, 2017, 21, 455-466. 6.4 36

27 H4 Tails Potentially Produce the Diversity in the Orientation of Two Nucleosomes. Biophysical
Journal, 2017, 113, 978-990. 0.5 25
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31 H3 Histone Tail Conformation within the Nucleosome and the Impact of K14 Acetylation Studied Using
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BT /Overlock 10 Tf 50 747 Td (Complex formation,Poster,The 52nd Annual Meeting of the Biophysical Society of Japan(BSJ2014)).

Seibutsu Butsuri, 2014, 54, S161.
0.1 0

38
3P088 Designing a new artificial transcription factor based on engrailed homeodomain(01F. Protein:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 707 Td (Engineering,Poster,The 52nd Annual Meeting of the Biophysical Society of Japan(BSJ2014)). Seibutsu

Butsuri, 2014, 54, S263.
0.1 0
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Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 177 Td (Japan). Seibutsu Butsuri, 2009, 49, S119-S120.

0.1 0
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88 De Novo Design of a Redox-Active Minimal Rubredoxin Mimic. Journal of the American Chemical
Society, 2005, 127, 5804-5805. 13.7 126
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