2022 TR - EHSER R (KA ITHEERSE)

HA I BTE 30E 55 520 [EEES (2022 4E5 H 21 H)
B ey CD28 FEE~D Grb2 & KA A L DEH- & R A A M EAEH

%60 M HARLEMMEERFES (202249 H 28 H~30 H)

e L Metal-ion binding and folding thermodynamics of Escherichia coli ribonuclease HI
in correlation with its activity

B e Antibody evolution for antigen binding and stability; maturated C6 and its
germline-type antibodies

EEEEl i Antibody evolution for antigen binding and stability; Role of residues at 58 and
102 of heavy chain of anti-nitrophenyl antibody

B DAy Interdomain interactions in Grb2 contribute to the conformational stability and
CD28 binding

UTiE SR Degradation of homogenized PET with cutinase-like enzyme Cutl90 from

Saccharomonospora viridis AHK190

&«

fkH B Significance of weak metal-ion binding in enzymatic reactions

%58 | EIER RS (2022 4210 A 28 H)
eIl #EEE FsE OMSBETRBIC EEL 299 \W\& B A A v fE & DB I3
B Ay WEMEEFERTN D RZDHZ L NIERN R AL M EER OS5

1A AAPURZER AN RS (2022 4511 A 27 H)
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H 67 HAREFSITEIHEIS (2021 45 A 29 H)
N/ PURATF RAHINC & 2 — AR 8 Fv HriR o2 e v

HA I PB4 515 FlEEEeS Q0214E6 H 5 H)
ST R PET /3 fi#%5% Cut190 O C K 3 L DO KRIB &L P AV T ¢ REEEE AN ESE
DRETEOMERE~ 5. 2 5 2

%57\ BIER TS (2021 4210 H 29 H)
Al BEHE HINRN S 7 F NAREEZ L 737 B PI3K SH2 D dlati s & B0 ) ik
w7 PURARTF RIN—ARE Fv FUER DR ENER T +— VT 4 o T I RIE T 2

#5940 HAALTFEKRES (2021411 H3 H~5H)

B e CD28 #EA BT D Grb2 @ SH3 M O BARIE AR 0D 5 B3 A

AR L BEAE HRN Y 7 MeEH 2237 PI3K ¢SH2 @ Cys ZEIZ X 2R OZ R
{RAE B HE~ DB

e BEZ BEOTY N —T7 %I DPUK G2 O—AKEH Fv HiikZz 7= Hi Rk
e D 2

)i EE KI5 2K ribonuclease HI D4 JE A 4 i A0 & His124 O#E



2020 FREFE - EHSER R (KA ITHEERSE)

%93 HALEFSKE (202049 H 14 H~16 H)

1 PET /3 fi# %58 Cut190 OREECHEREIZ 51T 5 Thr107 OFE

W BEZ BEOTY N —T%FT HPUK G2 O—AKEH Fv HilkZz V=2 et &bt
JEUE G REFR AT

IR SR Ay WA A TR D FL % % DNA f5G 4 2737 B c-Myb R2R3 DOHEHERE
T

A A PET /35 Cutl90 miFgRE 28 BARDOKERE - AT

HH A~V w7 AR ROV O BKME 2 7 IR R R o EC 2w KFET
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AR L BEAE T MRS BRIK CTLA-4 & 7 % 7" % —/431 PI3K SH2 & D4y 1[I BAE R fighr
*FEFEHBRE L ZHE *

%56 | BVAlER R (2020 4710 A 27 H)

O BHE FUROBRMER R 31T 2 PR A8E & BV EME D21

7 B X X7 RNaseH D& g A 4 VU FEAFE & G AR

AL ke HIN > 7 S 2R 7 PI3K SH2 OAEEHEBEY) MR bT
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F o6 Bl HAREFSITEIHEIS (201945 A 25 H)
T BFE  PET fiflEEE Cutl90 OFERE & ZEVEICE 2 5 &)@ A 4 D

REFHREE FZE *

HA 2B P i 55 508 [IEES (201946 H 1 H)
O ARz Pi=F a7 = = AHURO BRI A RGE R 2 38 1T 2 HURGRERZS b o i A

%92 1m  HAAEMNMFARE (201949 H 18 H~20 H)

o Bz Pi= b v 7 = = VHUR O BFME R — K EH Fv HUIR O PR RE AR

A THESHEEE & H *

AR L kkE CTLA-4 ffaNfEEL & PI3K cSH2 & D4y 1 [M+8 HAE A fiEtT

T2 HEE  PET 0fiflEE Cutl90 O Ca? AT ) 1S 2L Lt D& | A A DO REST

i
A TFERRREETH *

557 BAEMMETRFESR (201949 A 24 H)
R AR NMR analysis of metal ion-induced conformational changes of a-helical peptides

HABGE s 56 46 BIFER KRS (201949 A 26 H)
fem B PET W ffEEsE 7 F - —¥ OREEREE & 5 A

7555 B BAERGRS (201942 10 H 25 H)

fRE AT GIEA A UFERITED Y w7 AR RV OB ) AT

JUIRY KAy G2 ENE & DNA FEAHEN D 7272 c-Myb R2R3 OFERERE1EFTAM

ST R PET /3 fiffse 7 TRk b £ BAR OBV ENE & &R A A U FE & OFE
W BEZ PURARTF RIS—AREH Fv FUKD R EMESRS T +— VT 4 v I RIFET
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w18 HAEAERFERFES (201846 H 26 A)
k| B B RGEER 2 B D PR D2 EME & BURSE & OB 121 Rtk

56 Bl AAEYYEFRFER 201849 A 15 H, 16 H)

ARYL HEFRE NMR study of N-terminal SH2 domain of phosphatidylinositol 3-kinase and its
interaction with CD28

R AR Destabilizing effects of residues in the hydrophobic core of three helix-bundle
peptide

[Lif] A i Generation of single-chain Fv antibody against hen egg lysozyme and analysis of

its antigen recognition mechanism

#5918 HAA{LFEKRE (201849 H 24 H)

VL HETR SH2 RAA VAT I XA ~—035 2 5 LEN & HERE~D B
*EFEHBRE L ZHE *

T WEFEYS  PET OEEEE 7 FF—FB 0 Ca2+ib BT fE 5 SRk E & BV E D 2L,
JINRE KA EAE RAA BB LR A A NGO SRS & 2 EE~DH 5
L ANLEEFEL ha 7L R T —F RA61 ZBAKDIEMEAN

554 E BUAERRRES (20184E 11 H 1 H)

HYT R X M—y 7B EZ V72 DNA FEGITEE 9 & 37 B o#iiEE 21k & B4
7158 & OF BT

JUIRE R A DNA #&& 4% > 737 B c-Myb R2R3 OEIEZZ EMEIZIS 1T D A A VB8 ERATIE

kAR A X —E H 5

f M B BHBRA A D T E R R & RV~ D

HAREZLS 2019 FERE (201943 A 24 H)
T BHFEE 7 FF—TF Cutlo0 OMERERZZ EMIT KT 5 “MidE A 4 D



2017 FFEER « GRS E —E (RAITEES)

HARGH LR 66 2 (201749 H 11 H)
fkm B DNA #5 A& HE OWRiE S & B 57T

CATS 2017 (2017411 A 4 H)
feH B Binding Thermodynamics of Mg?" to HIV-1 Ribonuclease H Domain

%53 BVIET RS (2017411 A 4 H)
| B BENK o SR 7V 1 — B O SRS £ T L & A BT AT

HOR R KR AEMBI A ERIER L 20 JAF &I =AY 7 A (2017411 A 11 H)
fkm B I A BENL T B UK X 512 CD28 D4y 148 H.AE FA fEehT

A AR b4 2018 R4 (201843 H 16 H, 17 H)

[if] SRR KRFEEBRARE AN ATEEEL a7 KT —F RA61 OREIEREREMENT
(b ] PET /0 fi#l%3& Cut190 O Ca® f5 &2 B L - Rems it
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A A S AR BEE RS 494 [BEEES (2016 4E5 H 21 H)
=K T Trp BAIZL L BTNV I —EBREAE Y 2 — /L OB A

The 16th International Congress of Thermal Analysis and Calorimetry (ICTAC16)
(2016 428 H 14 H~19 H)

fde BR3E Thermodynamic studies on protein conformational fluctuations
feH B Folding thermodynamics of jellyfish collagens under acidic and neutral pH
conditions

52| BVIER RS (2016 49 H 28 H~30 H)
FrtE HE MRS RIK L 7 X7 % —43F SH2 OFHBEAER B L ORSELR EMEDE S

“FRRAT
feH B BAED 7 =T 4 > 71 X ORERET ) FHHEAT > & B 7= B 15 -Ork HE
& OFHRE

%54 HAREMWEESFES (2016 4211 H 25 H~27 H)

=PI PN ) Structural analysis of a single-chain Fv antibody of G2 that recognizes multiple
epitopes

=K ¥+ Structural dynamics analysis of catalytic domain of endo-1,3-B-glucanase

fidE B Structural and thermodynamic analysis of interactions between CD28 and SH2
domains

The 2016 AuPS/ASB Meeting (2016 412 A 4 H~7 H)

fidE B Structural dynamics of ¢-Myb DNA-binding domain revealed by variable
temperature and pH studies

fkH B Structural dynamics and physical properties of single-chain Fv antibodies against

(4-hydroxy-3-nitrophenyl)acetyl

AARREZ T4 2017 2R (2017 43 H 18 H)

FaiE PRE IR F-AEAIZFE 9 3a-hydroxysteroid dehydrogenase D& 28 (b D AT
=K ¥ TR -1,3- 8 - b —EhE N A A O RERE S AT
= PET 4 fiffss: 7 FF — P O LERE STV & Eisrei
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% 15E AARERERYSFS (201446 A 24 H~26 A)

FRiE HE ¥ 7 F VAR Sy PI3-kinase & BRI AR ICOS & D45 MFH A A AT
F Rl BOKME 2 TR R E W E S 3 R Y > 7 AN RVTE R O EfRHT
=K ¥ N7 R 77 BN LD GE Y 2 — VO E KRR

FoiE B EENZFA LB RF c-Myb DNA fE54 R A A o O U2 & hE i & T

The 29th Annual Symposium of The Protein Society (2015 4% 7 A 22 H~25 H)

Frde BR3E Structural and thermodynamic analysis of co-stimulation receptor CD28
phosphopeptide interactions with Grb2, Gads, and PI3-kinese SH2 domains

fkE Bz Generation of single-chain Fv antibody against (4-hydroxy-3-nitrophenyl)acetyl and

analysis of its structural dynamics

#5530 AAEMETERES 201549 A 13 H~15 H)

ik H B An excited-state conformer acts as the functional conformer of the protein

ek PR Role of the key residue at Vu33 of anti-nitrophenyl antibody in its antigen bindings

fidE M Spectroscopic and calorimetric analysis for thermodynamic stability of c-Myb
DNA-binding domain under different pH conditions

551 | ZJETF TS (2015410 4 9 H)

FRiE PiZE EAEY Y— MY b D R IE T EE L EE A~ OB L B R R
DR

*IRNA L —H a5 H %

% 38 B HAD TAEMFEFS, F 8 EEAREFAERE, BRIAKS Q015412 H1H)
g BRE —AREPURORBEESEREICRIET Y v — D

AARRZTF2 2016 FFAE RS (2016 43 H 28 H)

FBiE B HRBIAF c-Myb DNA A R A A > ORERERE S AEHT

=K ¥ 7IFHEKa T ot X OHESMIC S T DBV BT
B BF EARSE AL D Ca2HEMAL PET /0 fifl%SE O JE R O FFE
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%14 B AARERERYSFS (201446 A 25 B~27 H)

HAK A BT T RERET 2HUK G2 O— KR8 Fv Hiik D AIH

FoiE B EEZEFEBRICIVHLNE 57 c-Myb DNA fiA R AL UGS E 0
Ryt

fME Beg SRR EEE o KLEE & A B

%330 AAPEHERFES (201448 H 10 A)
k| B TUFNYFUBBOEENE 7 T X X MY L O EAEHENT

o520 AAAEMYETERES (201449 A 25 H~27 H)

ek PR Insight into the antigen binding motion of germline and affinity-matured antibodies

THEK Detection of conformational dynamics of protein antigen by antibody

fR3e BH3E  Effects of pH and DNA-binding on conformational dynamics of protein with
helix-turn-helix motif

FndE Bi3E Variable temperature and pressure NMR studies on flexible conformation of c-Myb
DNA-binding domain

%50 A FRESEIER RS (2014429 H 29 H)
FolE #2E pH B LU AU iEZIC L D c-Myb DNA A R A A > O 22 & M AT

H 55 @ERHReS Q014411 A 23 H)
FolE #2E JEEIENZIE TR A D c-Myb DNA #EE R A A o OREIERE b & D4



2013 AR« RS ER R (KA ITHEERE)

AR ASA AFHAIE o H — eSS - B8 10 [BISA A 5HH] - SEEMFsES (2013 45 A 31 H)
A BEE 4y F-TAR LA FETA 12 3 < B BB O kg RE L

# 13\ AAREAEAERFES 201246 7 12 H~14 H)

MW 1  3a-hydroxysteroid dehydrogenase A& G & F— 7 DMK 15 A 12 51 D&% E|
JEAR FET Endo-1,3-B-glucanase 28 BAKDPERE G HE & B IE M REREAMN

FRiE HEE  ®E NMR B X OHEEIZ L D c-Myb DNA F5A B A A o W22 @t o fifbir

The 27th Annual Symposium of The Protein Society (2013 47 A 20 H~23 H)
FRBE PH3E High-pressure NMR and fluorescence studies on structural dynamics of c-Myb
DNA-binding domain

ik H &g Crystal structure of endo-1,3-B-glucanase and its binding to laminarioligosaccharide

018 [E AEMBEEEIEMESY VAR T A 201349 H 6 A)
FRig BiE  EENZHVZ c-Myb DNA A R A A UEZ2 ERE S O & BERE & DOFHES

51 E AAEYYEERFE (2013410 A 28 H~30 H)

B/ A5 Substrate binding ability of the Trp introduced mutant of carbohydrate-binding
module

SRR EES Dynamic structural analysis of three-helix bundle formation induced by metal-ion
binding

ik H B Cavity-dependent conformational fluctuation and DNA-binding function of c-Myb
R2R3

%49 B BIER RS (2013411 A 2 H)
5 =5 TN —BHRKFEE AT Y 2 — VDR ENE L BERE & OFEBIfEAT

H3E 4 KRFEENTE T +—F 5 2013412 9 H)
IUA BEE  4E4MERHR1E DNA KitH £ 7 7 o — ViR O B Gk g O fif A



2012 R - RS ER R (KA IT3EERSE)

%59 AAREFSITEIHEIS (201245 A 19 H)
Tk Rk FIFVURERICBIT AT R13-8-I NV F—FO#EEEY 2 — LN
BERT DR E

F12E AAREAEAPRFR 201246 20 A~22 )

W # 1  Pseudomonas sp. B-0831 H3E 3a-hydroxysteroid dehydrogenase #£E #t A€ F—
7 DEE

JiAR #£7  Endo-1,3-B-glucanase filtiit N X 1 > OFLERE ST — NENT

FREE HE XU NI BHORESRIMENZEEHEAREICKIET TR T 5

fkHE Bx R EEHE

BIA Symposium 2012 (2012 47 H 20 H)
FEBE HEE  DNA - ¥ U X7 BRI EERICR 2 6 E i ECR 2 8 & ST IR
W& OFHES

kIR A X —BFHE & E *

The 26th Annual Symposium of The Protein Society (201248 H 5 H~8 H)
FRgE PHE Thermodynamic effects of multiple conformations in a protein on its stability and
binding function

&«

Mk B Critical role of the a-repeat in carbohydrate-binding module of endo-1,3-8-glucanase

for complex formation with laminarin

The 15th International Congress of Thermal Analysis and Calorimetry (ICTAC15)
(201248 H 20 H~24 H)
T B Rk Thermodynamic analysis of laminarin-binding by the carbohydrate-binding module
of endo-1,3-B-glucanase
miE PR Entropic contributions to stability and DNA-binding in multiple conformations of a
protein
f M &3¢  Thermodynamics of substrate binding to the catalytic domain of

endo-1,3-B-glucanase

31 B AAMEEYSFS 201249 H 18 H)
JEAR FET Endo-1,3-B-glucanase 22 AR D ISl 12kt 9~ 2 BEHA RGP RER AN

550 Bl AAEYEFRFR (201249 A 22 A~24 H)
I3k &R Contribution of Trp273 in the a-repeat of the carbohydrate-binding module of



endo-1,3-B-glucanase to laminarin binding

USEREES Molecular dynamics simulations of endo-1,3-B-glucanase and oligosaccharide
complex

fadE M Cavity-dependent dynamics of c-Myb R2R3 revealed by high-pressure fluorescence
and NMR spectroscopy

H AT Dynamic structural and antigen binding analyses of antibody single-chain Fvs

7th International Conference on High Pressure Bioscience and Biotechnology (HPBB2012)
(2012410 4 29 H~11 A 2 A)
ik &g Cavity-Dependent Dynamics of c¢c-Myb DNA-Binding Domain: A Study by
High-Pressure NMR and Fluorescence Spectroscopy

TE ISR A b I — Q0124 11 A3 H)

FrtE HE EFES T TH.%2 %5 DNA f56 5 AE OB 24H)

%551 [ NMR Fme (2012411 A 8 H)

frBE HHE T E NMR HE1Z K 2 c-Myb DNA f5A K A A > O#EREE 2 B3 2 A58

H2E 4 KRFEENTE T +—F 5 2012412 A5 H)
\m s EMMRICE B LEESR ORISR RE AR

#5850 HAA bLTFAEKRE (2012412 A 14 H~16 H)

B ARAT PUR D ZRlME & ZAffE A2 L 2 BURPUAE SR RGRE & O FHES

T Rk FIFVURERICBIT AT F13-B 7NV —PH RS Y 2 — b
D Trp FEILDEE

e B > T RS- PI3K p85 & 2K CD28, CTLA-4, J OV ICOS £l g
I & 43 - HIFE AAE R fgAT

2011 FFRESER - AR R (KAL)

IX European symposium of The Protein Society (2011 /=5 H 23 H)
fkH B3¢  Effects of substrate strain on binding thermodynamics and kinetics of catalytic

antibodies

H1E AAEAERFE2FS Q0114F 6 A7H, 8H)
H2 B— NMR (T & % 30 kDa 27 /v F— OMsE A Befitbir



el A EBAEORRHEE & B GE BT D HUROAIRE

rE B CD28 MifuNmEIk & 7 4 7 % —5F Gads SH2 L TN Grb2 SH2 & D45 F-[HFH A
1 ftf

FB3E L c-Myb DNA KA R A A o OLRIRE S M2 E PRI I E -

fkHE B RS OBV R

w300 HAPEHSSFES (201147 A 13 H)
| B HEOERDZTIFV A THIKT D I — B K X A OFEABE

49 Bl AAEYEERFR Q01149 H 16 B, 17 H)

fedE B Conformational fluctuation of c-Myb DNA-binding domain analyzed by temperature
and pressure perturbation experiments

Tk R Contribution of each binding site in carbohydrate-binding module of
endo-1,3-B-glucanase to complex formation with laminarin

JiL ZNKER Correlation between dimerization ability of 3a-hydroxysteroid dehydrogenase and
its enzymatic function

B AT Generation of single-chain Fv of anti-(4-hydroxy-3-nitrophenyl)acetyl antibody and

its heteroclitic antigen binding

BIA Symposium 2011 (2011 49 A 20 H)
FndE BH3E B XY B DS E SV 22 ENEORE B AR IS KT T

5547 0 BVHIERRRS (2011 4E 10 H 22 H)
e B 2T EOBESMMEN R EERR ORI RIE T R

B1lE 4 RFEBENITE T +—T 2 (20114812 H 9 H)

FBHE FEE  HRBHF c-Myb DNA f56 R A A OYELEREIE O & BEREREE & DA
A

6th International Meeting on Biomolecules under Pressure (IMBP 2011) (2011 412 H 13 H)

PR BESE Conformational fluctuation of c-Myb DNA-binding domain and its correlation with

stability and function
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H A 2R 2 B 056 464 [HEEES (2010485 H 29 H)



AR FRE PURE HWIZIETTR Y Y T — A O E AT O

H10F AAREAERTFSFES (201046 H 16 H)

S RRSE EESHTIC L 2EAEPUR EREEKR A v N — TR EE O

ey A BAEPRO 7 +—/L FHEE L 7 0 7 4 — /L FHEE ISR A HURR & 0E W

g BHE CD28 Al NaEtk & 7 4 7" % —75F Gads LN B A AV RIBERAK & D4y -]
FH ELAE A fEAT

548 Al AAEYYEE RS (201049 H 20 A)

T B Rk Role of three Asp residues in carbohydrate-binding module of endo-1,3-B-glucanase
in laminarin binding

J /INRER Roles of Arg251 and Phe255 at the dimer interface of 3a-hydroxysteroid
dehydrogenase

546 [ BUERTmS (201049 7 28 H)

H% B Cellulosimicrobium cellulans Hi3€ endo-1,3-B-glucanase filliit N 2 A > OFEFE S HE
fiRAT

J ANRER KEE(E AT v A RIKSREESR O BRI ARE & BV ENE & OFHRY

fH B 7T UAT V3 — ) HERMAEIC KT TR OBIE I X LT

BMB2010 (2010 4= 12 A 10 H)
T B Rk Roles of Asp270 and Trp273 in a-repeat of carbohydrate-binding module of

endo-1,3-B-glucanase

H1E RS TFHREEREN 7 4+ —T7 20— a7 201143 A 10 A7)
ME By SERERAo U A MY — (1) —EEERGOET ) ST —

2009 FEFE - EHSER R (KA ITHEERE)

#9 | AAEAEMFRFES (200945 720 H~22 H)
H% Bi—  endo-1,3-B-glucanase DIEIECHEREIZ F51T D AMLEFREL & Ca* D1 E
i RE SRS b — T R R T D PR OB A

M E EEBEES AR T A (200947 H 25 H)
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45 BVAIESHRS (2009 4£9 F 28 H~30 H)

% B—

FIRTE e EVEFHZ X D endo-1,3- B-glucanase D HERE G M ORI S s D AT

Current Trends in Microcalorimetry and Biacore Symposium 2009 (2009 4% 10 H 18 H~21 H)

% Be—

e B

Thermodynamic analysis of substrate binding to endo-1,3- B-glucanase from
Cellulosimicrobium cellulans
Thermodynamic and kinetic characterization of conformational strain for

destabilization of enzyme-substrate complexes

478 AAREMERERFES (2009410 H 28 H~30 H)

JE ZINACRR

A —RE

AT R

Laminarin binding affinity and avidity by carbohydrate-binding module of
endo-1,3-B-glucanase

Effects of C-terminal residues of 3a-hydroxysteroid dehydrogenase on its dimer
formation and catalytic activity

Difference in nucleotide cofactor specificity between the two 3o-hydroxysteroid
dehydrogenases

Molecular interactions of CD28 cytoplasmic domains with Grb2 and Gads using
their SH3-deficient mutants

H ALY S5y 754 2009 £ K= (2009 4F 11 H 20 H~21 H)

H% B

WtE B

ey BA

Cellulosimicrobium cellulans H1% endo-1,3-B-glucanase filiiit N A 1 > OFEREA
RES O Ca® DA HY

CD28 MfINFEI & 7 & 7" % —43F Gads XU Gads & A A > & D53F[#iHH
HAE R fEHT

=U FUIIAY Y F— LAONEHEETE =T AT T s e —T
IR D HUG RS A

% 304 [B] CBI F&#stiks (2009 412 A 18 H)
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