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(1) AARZL KPR O DRI 2 37 T\ D BEZAM OERIBIM & o /37 B OSBRSS
A7 (DNA fEEEML) ONLEEEEET Y 7 L BBRRICEE 27 X/ ke e+ 5 2 & T,
FERERRMT 23 C& 7= (Hoshina, S. et al. Journal of Biological Chemistry, 2013).,

(2) BHEERNIN AT U H —RRBHEZ LN L OBW L IRFEOT-OICER L8 AR O
BT — % %, HURNEG 82— K45 2 2R B O IRREE & BE-S 1 2 0F98 %2 Ehi L.
A DIREINC2 57 2 BRFRIEOERNZ DT I/ BRI OSLIRME EorE & @< BE L Tn
52 EHEFEWE L (Terui, H. et al. Journal of Biomedical Science, 2013) .,



(3) SRR WU O ORI LIRS TR ZED X —5 > NF R EIZED X D IZHEAE
AT 20052 EEEBEDET ) I Ko THEE L, £ OWE A 3R CEPT L7- (Takai, T
et al. Molecular Therapy, 2013),

(4) ENCBIRFAFEIT S BEBER b1 FE Lo A DGR T ORI R T T A v > T Y % 7R
T Y—T )T L, TOMARESEHEE % X4 L7 (Yoshida, M. et al. Scientific Reports,
2014),

(5) RBRKZFHEH: BIRUEZSR & 0MEAT UT- & AV Thermus thermophilus 7' a7 A — K1
WelbT — 2 %, 2RI ENEEEDOREn V=T Y T DOFEEZMNNTH LD, 0
ZfENT L7= (Masui, R. et al. Journal of Structural and Functional Genomics, 2014) .,

(6) HRKFHZAERE (WIS 503 532 L7z Dynein % /X7 B OMUNERES R
AAANZBNT, BUNEEREGT 27 I VBIEREEZHET 52 LT, ZOMEKRXLH LT
HiFgea FEhE L7~ (Kato, Y.S. et al. Structure, 2014)

(7) iS%QUDﬂKéZﬁLjiﬁéVEEHEE@H%&%%?)ﬁ§F7ﬁ§L/fi*§$%0)iPZfﬁEi/éfﬂ“~—ﬁffﬁﬁi%Lﬁ§Iﬂ“‘}fﬁ‘%iﬁ’L/
NIBEORERY—FT V7% L, FRICIEEEALEL OV — 711 % 5 E M TR L7z

(Takahashi, K. et al. Natural Product Communications, 2015)

(8) Rife/ A A RF/INBTEMERSZ O DA BB b & D EHEE LI BEERDOF RV EE ZD
7 X BES DR E A ARER Y —ET U 7 L, DNA L O EHAEHEE L72 (Kamijyo,
A. et al. Gene, 2015).,

(9) Fie/ A A KT HEFBES M 28 T 5 Barth Syndrome JRKEE 22— K45
R EDOSIEREEZAGICE L T RTn V—8F U U 2T Lo THEEZ L 2 i@ L 7- (Hijikata,
A. et al. Meta Gene, 2015)

(10) HRERERIRKFHPEER O BED TWDH X NI EE AT a A Roy1 & ORMENTEE/ER
FEATIZ BN CL A IRSRREE R O > TWAD AT A REEX 2T _XTIEL,
ZOBREBEANLED L IITR > TWVDLNH LT 2720053 JEMRNT 2 Fh L 72
(Hori-Tanaka, Y. et al. Steroids, 2015),

(11) BEOKL T RFMEERESIRZ D (K70 ¥ 7 MELE S S ETe) BFIic /A L,
BNZBERITHEET 2IFEAT oA RoFR BRNZHERIZED L) ITHEETHS L TN DhE,
in silico K>y ¥ 7O FRETHE L7 (Inoue, K. et al. European Journal of Medicinal
Chemistry, 2015),

(1) In the collaborative work with Prof Waga at Japan Women’s Univ., comparative modelling of
a part of the eukaryotic origin recognition complex proteins was accomplished. Functionally
important amino acid residues were identified (Hoshina, S. et al. Journal of Biological
Chemistry, 2013).

(2) In the collaborative work with Prof. Akagi at Saitama Cancer Center, mutations gathered
from the cancer patients were mapped on to the protein three-dimensional structures and
found that the location of cancer-causing mutations and their properties in protein
three-dimensional structures had correlation (Terui, H., et al. Journal of Biomedical Science,
2013).



(3) In the collaborative work with Prof. Higaki at Tottori Univ., the binding pose of the new
ligand built by the group to the target protein was predicted and the way to modified the
ligand was suggested (Takai, T. et al. Molecular Therapy, 2013).

(4) In the collaborative work with Dr. Yoshida at National Institute of Genetics, the
three-dimensional structure of the product of the splicing variant in the gene of squid
transcription factor was predicted. (Yoshida, M. et al. Scientific Reports, 2014).

(5) In the collaborative work of Prof. Masui at Osaka Univ., the data of whole phosphorylation
data in Thermus thermophiles was applied to the protein three-dimensional structures and
the effect of phosphorylation to the protein structure was computationally analyzed (Masui, R.
et al. Journal of Structural and Functional Genomics, 2014).

(6) In the collaborative work of Prof. Tanokura at Univ. of Tokyo (one of the members in PDIS),
the three-dimensional structure of the domain of Dynein was solved and its functionally
important residues were computationally predicted (Kato, Y.S. et al. Structure, 2014).

(7) In the collaborative work of Prof. Sakuta at Ochanomizu Univ., comparative modelling of
plant dioxygenase was performed and the importance of the structure of loops around the
catalytic site was identified (Takahashi, K. et al. Natural Product Communications, 2015).

(8) In the collaborative work of Prof. Ogura at Nagahama Institute of Bio-Science and
Technology, three-dimensional structures of proteins existed in 100 million or more years ago
were modelled and their DNA-binding capability was computationally predicted (Kamijyo, A.
et al. Gene, 2015).

(9) In the collaborative work of Dr. Hijikata at Nagahama Institute of Bio-Science and
Technology, the structure of the protein coded by the causative gene of Barth Syndrome was
predicted and the effect of mutations to the structure was predicted (Hijikata, A. et al. Meta
Gene, 2015).

(10) In the collaborative work of Prof. Tanaka at Tokyo Medical and Dental Univ., protein-steroid
interaction mode in three-dimension was extensively analyzed and the binding mode was
classified (Hori-Tanaka, Y. et al. Steroids, 2015).

(11) In the collaborative work of Prof. Tanatani at Ochanomizu Univ., the new ligand for the
nucleic receptor that does not have steroid backbone was docked to the nucleic receptor
protein and its binding mode was predicted (Inoue, K. et al. European Journal of Medicinal
Chemistry, 2015).
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