2023 R EHSER R (KA ITHEERSE)

26th TUPAC International Conference on Chemical Thermodynamics (ICCT2023)

(202347 A 31 H)
e =L Metal ion exchangeable binding to ribonuclease HI
fkH B3 A trade-off between thermostability and binding affinity of antibodies during the

course of affinity maturation

RAFA BT a  Wi5Es F20U—7> a7 (202349 A 15 H)
B ey THINS 7T IAREZ X7 BH D SH2 D4 1Filik & R A A L RIFEEAER

12th China-Japan Joint Symposium on Calorimetry and Thermal Analysis (CATS-2023)
(202349 7 23 H)
ik B Structural and thermodynamic analyses of adaptor proteins with CD28-familiy
receptors involved in T cell regulation

%59 | BIER RS (2023 4210 H 25 H)
| B BHOWAEBA L UESIC K DEEROKEERE L LEL

%96 [ AAAFEESKRE (2023410 H31 H~11 H1H)

B ey T FAAHBO RN 32 254K CD28 K (X CTLA-4 ~® PI3K p85 SH2 D At A 7%h

rep BRE] PET %3 fi#l#% 35 Cutl90 DOREEMSREMEMNT & LCC & D BRIz S < &ie b ofa
wf

WTRE SR PET A fEEEEE Cut190 O Ca¥ fE S diric b B L - A s petH B fRAT

Hol |l HARLEMWEFERFES (2023411 H 14 H~15 H)

e = Metal-ion coordination in Escherichia coli ribonuclease HI, as revealed by mutation
analyses of Glu48 and His124

A e Role of a disulfide bond in H-CDR3 loop of antibody for antigen binding and
stability

T A4 {HHR  Effects of hydrophobic core residues on conformational changes of o-helical
peptides induced upon metal-ion binding
fills 4G Structural and functional properties of Gads SH2 dimer in CD28 binding

F2l HAPURFESFM RS (2023412 A 2 H)

W)l EifE b MILET VT I AR T D T R A A UHROHR G & 22w DR
Bt

B ¥ Pi=bhe 7=/ (NP) HUKOHFMERALZEHEIKTDO ML — K47 ~



IR B % P T BRI ~
FH e BRMERRARTE Ol = b 1 7 = = LHURORE S & PR O 21k
B3E N BIR Y Y T — L5 D — AR By SUAR ORISR REARAT

NRAFA U ETIa  Wi5es FE23RUV—r> gy Q023412 H4H)

)1 B KIGE ribonuclease HI DESHZIEAEIZ BT D95WEJEA 4 S O EEME

AAEIZ LB 55 529 [MiEES (2024 422 H 10 A)
WTRE S19R PET 2 fEEE3E Cut190 O EkSREL & S HE HEFR A fAT



2022 TR - EHSER R (KA ITHEERSE)

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

7560 [l HAAEMYETERES (202249 A 28 H~30 H)

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

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

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

A WAy Interdomain interactions in Grb2 contribute to the conformational stability and CD28
binding

UTAE SR Degradation of homogenized PET with cutinase-like enzyme Cutl90 from
Saccharomonospora viridis AHK190

ik H B Significance of weak metal-ion binding in enzymatic reactions

%58 | BIER RS (2022 4210 H 28 H)
) B EEFOBERBUCEERFTVEEA 4 G OB FiEEHE
A ey REMELHEAEND R DX NIEN R AL CVEHEEROES

B 1B BEAPURFESFM RS (2022411 A 27 H)
Mm B PUROBIFMERR N R ST - BERE - ik



2021 R - EHSER R (KA ITHEERE)

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 /) f#lf%E Cutl90 @ C K 3 FRIEDOKIB L D AN T ¢ REEEE AN EESE
DRETEOMERE~ 5. 2 5 2

%057\ BJIER TS (2021 4210 H 29 H)
Al BEHE HINRN S 7 F NAREEZ 737 B PI3K SH2 D dtati s & B ik
w7 PURARTF RIN—ARE Fv FURDZENER 7 4+ — VT 4 o T RIE T %

#5940 HARALTFERE (2021411 H3 H~5H)

BE BeAr CD28 A ICBIT D Grb2 @ SH3 KON & AKIE AR 0 B2 A

fiR1l HRHE RN Y 7 RE S X7 E PI3K ¢SH2 @ Cys 22812 X 2 R OV K
fE A RE~D BT

B B DT b —F 2T 5 PUE G2 O —AEH Fv Pk 2 W 7= HUR Rk g
DA

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

RAFA BT a WS F15BU—7> a7 2021411 A2 H)
iRl HekE  RESRE A2 l5E 9 D PI3K SH2 D4 1 R a i i
Oz BEORTF R b —7 2T 2P G2 OHUFRRIREAE



2020 FREFE - EHSER R (KA ITHEERSE)

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

22 PET /3 fi#E%3E Cut190 O E-CRHEREIZ I 1T D Thr107 D&% E|
w Pz O N — 7T PR G2 O— AR Fv Fiik % W= 228 & FR
FE A REMEHT

JINFE KA IR A RS R 2 5 DNA RS A Z > 737 B c-Myb R2R3 DR HERE

HEST R PET 0fEEESE Cutl90 EfERe (b2 BAROERE - RS MHT

B HEns U v 7 AN RIVE RO BRKYE 2 7 IR R O E L EMEIZ RIT T 5
8L

Rl BERE T RS SR CTLA-4 & 7 % 7 % —451 PI3K SH2 & D45 F-[AH BAE R fi#hT

I TEFREE S E *

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

0 BHZE PUROBFEREIC BT D PR A RE & B @t D 2L,

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

L BEHE RN S URE X 87 PI3K SH2 OAEEREREW M fEAT

NAFAVET 7 va s E1RET—7 a7 (2020411 A 24 H)
JINR KA EJEIC L D DNA 5G4 37 B OB IS & HEE



2019 PR - EHSER R (KA ITHEERE)

F o6 Bl HAREFSITEIHEIS (201945 A 25 H)
T BAEFE  PET Wfifl%E#E Cutl90 OFERE & ZEVEICE 2 5 &g A 4 D

*EHFERE & H *

HA 2B P i 45 508 [RIEknS (201946 H 1 H)
WO BHZE Pi= e 7 = = VRO BFIMER RGBT BT D PR FRRR b oA 15 SR

#5920 HAA LTSRS (201949 A 18 H~20 H)

O BZ = ba 7 S PR O BRI — AR Fv SUIR O LGRS

* EHTFEFRRE LT H *

fiRIL PEME  CTLA-4 HilaNfEIk & PI3K cSH2 & 43 [AH A AEH fifdT

TH &Y  PET 4 fifBES Cutl90 D Ca? A2 o M2 b & D8 A A DR EFEAM
* ETFEFRRELZH *

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

HARBHE s 5 46 BIER KRS (201949 H 26 H)
WM B PET 4ffEEdE 7 7 —Y OfEEE & 5

7555 B BAERGRS (201942 10 H 25 H)

BE - EA A URERITE DI Y v 7 AN RAVTERLOET) AT

JIRF KAy MEEZEENE & DNA f5 G HED B 72 c-Myb R2R3 OHEREMREIEFEAM

B KA PET /iRl 7 F —Baile (b A AR DL TENE & &R A A 2 #5G OFFM
e BEZE PURART T RIN—AKREH Fv FUERDLZEMER 7 +— VT 4TI RIE T 2



2018 R « DR T (KA ITHERE)

w18 HAEAERFERFES (201846 H 26 A)
| B BUREREGERIC S D PR O L EN & BURRE A OB R

956 [l AALEMEERES (201849 A 15 H, 16 A)

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

flR{¥E AT Destabilizing effects of residues in the hydrophobic core of three helix-bundle
peptide

L] A Generation of single-chain Fv antibody against hen egg lysozyme and analysis of its

antigen recognition mechanism

#5918 HAA{bFaKRE (201849 H 24 H)

VL HERE SH2 RAA U RU I XA v —NG 2 5REMN & HRE~D BTN
*FEFEHBRE L ZHE *

T WAFYE PET Rl 7 F 7 —FP D Ca2HiE Otk o SLARREE & Bz @D ZEb,
JE 7 BEAE FAAL VBB EIOR AL CNEBO ARG L Z2EE~DF S
FER s ANTEEE L ha 7L RS —F RA61 ZRIKOIEMESEAR

554 E BUAERRRES (018411 H 1 H)

ML HER X M TBBNELZ V- DNA RSO EE D & 37 B OBk s 28l & #
158 & OFH BT

JINE K4 DNAFES X v /378 c-Myb R2R3 O &2 ENEIZ BT 5 A A sRE R

kAR A X —E A

WH B SESRA DX NI EREG R L BREMEA~ D

HAREZLSS 2019 FERE (201943 A 24 H)
T AFEE 7 F ) —1F Cutl90 ODIERESCZ EMEIT X5 _Mié)E A 4 D5



2017 FFEER « GRS E —E (RAITEES)

HARGH LR 66 2 (201749 H 11 H)
WH B3 DNA A EBE ORI & BT

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

%53 BGHIETHRS (2017411 A 4 H)
MEHE B2 BEIKOMREEE 2V —E O SRS T T L & S B R AT

HOR R KR AEMBIEAFERIER L 20 JAF &I =AYy A (2017411 A 11 H)
fkm B I 2 BENL C B TR X 512 CD28 D4y 18 H.AE FA feht

AR =T 2018 R (201843 H 16 H, 17 H)

) R BEEARKERHWEANTLESZEL bu 7L K7 —8 RA61 O EHEEERNT
I b E#F] PET 20f#f%35 Cutl90 @ Ca’ i & icE H L - RERE iR

T WAFYE PET HfRE:E 7 F 7 —FB D Ca¥ i &tk 9 Bz ENE & BirksE o281k



2016 fEJEREs -

EAREE (RAITRRE)

A A S AR BEE RS 494 [BEEES (2016 4E5 H 21 H)

=K B

Trp BAIZ KB 7NV —EWREAE Y 2 — /L OMRENZE

The 16th International Congress of Thermal Analysis and Calorimetry (ICTAC16)

g BESE
el g

(2016 £ 8 A 14 H~19 H)
Thermodynamic studies on protein conformational fluctuations
Folding thermodynamics of jellyfish collagens under acidic and neutral pH

conditions

%520 BVER RS (2016 429 A 28 H~30 H)

fdg BRSE

iR

BN SZ IR & 7 & 7 % —45F SH2 OF AAEA B L OIS T D ES) %+
T

BABED 7 +—NVT 4 7B LSBT RN D R - B S O RE &
DFAES

%54 E HARLEMWESESFES (2016 4211 H 25 H~27 H)

S PN|

=K B
e mE

Structural analysis of a single-chain Fv antibody of G2 that recognizes multiple
epitopes

Structural dynamics analysis of catalytic domain of endo-1,3--glucanase

Structural and thermodynamic analysis of interactions between CD28 and SH2

domains

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

g BESE

{iENEE

Structural dynamics of c-Myb DNA-binding domain revealed by variable
temperature and pH studies

Structural dynamics and physical properties of single-chain Fv antibodies against
(4-hydroxy-3-nitrophenyl)acetyl

HAREZESS 2017 FERE (201743 A 18 H)

e mE
=K B
B

MR TfE S IZFE 5 3a-hydroxysteroid dehydrogenase D4 185 28 {1 D fif it
TR -1,3- B - ZAhF—BlE K A A > OMSRERE S AR
PET 7 fifl#sE 7 7 — B O REREATT L & EikiE(t



2015 PR« EHSER R (KA IT3EERE)

% 15E AARERERYSFS (201446 A 24 H~26 A)

FRiE HE ¥ 7 F VARG PI3-kinase & BRI AR ICOS & D45+ MFH A A AT
F Rl KM TGRS E W E S 3 REAY v 7 AN RVTE R O EfRT

=K ¥ N7 R 77 SEAICL DS GE Y 2 — VO E KRR

FoiE Bt 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

fkMH B3  Generation of single-chain Fv antibody against (4-hydroxy-3-nitrophenyl)acetyl and

analysis of its structural dynamics

#5530 AAEMYEERES 201549 A 13 H~15 H)

ik &g 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

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

%51 E BVIER GRS (2015410 H 9 H)
TR ES BAEY E— NE Y o —FER D KT RS E M~ D B L B SR R
DA

kIR A S —E g E ok

% 38 EIHAD AT, F 8 EEAREFAERE, BRIKSE Q0154121 H)
g BRE  —AREPURORBEESEREICKIET Y v — DB

AARRZT2 2016 FFAE RS (201643 H 28 H)

FoiE Bt HRBIAF c-Myb DNA A R A A > ORERERE S AEHT

=K T I FHMKkaT—F okl X OPESM TR 1T DBV BT
B @A ARSEAIC LD Ca2HEMAL PET /0 fifl%SE O BRI O FFE



2014 PR - EHSER R (KA IT3EERSE)

%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 BHE  Effects of pH and DNA-binding on conformational dynamics of protein with
helix-turn-helix motif

FRLE BR3E Variable temperature and pressure NMR studies on flexible conformation of c-Myb
DNA-binding domain

%50 B FRABEVHIETERS (20144E9 A 29 H)
FolE #2E pH B LU AU iEZIIC X D c-Myb DNA A A A > O 22 & M AT

H 55 @ERERS (2014411 A 23 H)
FolE #2E JEEIENZETRAD c-Myb DNA #EE KA A o OREERE D & 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)
WA B A AERTHRIC S < EAE O @ EEL

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

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

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

The 27th Annual Symposium of The Protein Society (2013 47 A 20 H~23 H)
FRBE BH3E High-pressure NMR and fluorescence studies on structural dynamics of c-Myb
DNA-binding domain

fikH B3  Crystal structure of endo-1,3-B-glucanase and its binding to laminarioligosaccharide

%18 [E AEMEEEEMEES Y VRY T A (201349 6 H)
FBigE FiE  EENZHVZ c-Myb DNA A R A A o HEZZ ERE S O AT & BERE & OFHES

51 AAEYYEERFE (2013410 A 28 H~30 H)

FhR ARk Substrate binding ability of the Trp introduced mutant of carbohydrate-binding
module

SR =S 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 | BYIET RS (2013411 H 2 H)
5 =5 TV — B R KFEE AT Y 2 — VDR ENE L BERE & OFEBIfENT

H3E 4 RFEENTE T +—F 5 2013412 9 H)
A BEE 4RAMEREE DNA B £ 7 7 o —F L HUAR O HU 5 R8RS o fi# B



2012 R - RS ER R (KA IT3EERSE)

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

F12E AAREAEMPRFR (201246 A 20 A~22 H)

HH # 1  Pseudomonas sp. B-0831 H3E 3a-hydroxysteroid dehydrogenase 38 #t A€ F—
7 DOEE

JAR #£7  Endo-1,3-B-glucanase filtiit N X 1 > OFEREE € — NEAT

FREE HE XU NI HORESRIMENZEECRKAREICKIET TR PTG

fkHE Bx iR EEE

BIA Symposium 2012 (2012 /%7 H 20 H)
FB3E PISE  DNA - ¥ U XV EMHAERIZE T oA EEmRESCEV) R & LIRS E T
W& OFHES

S Tt

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

&«

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

for complex formation with laminarin

The 15th International Congress of Thermal Analysis and Calorimetry (ICTAC15)
(2012 48 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 AAMEYSFS 201249 A 18 H)
TR FET Endo-1,3-B-glucanase 22 AR D ISl 12kt 9~ 2 BEHAREIE M HER AN

50 Bl AAEYEFERFER (201249 A 22 A~24 H)
Ik &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

EES R A1y 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)
Mk B Cavity-Dependent Dynamics of c¢-Myb DNA-Binding Domain: A Study by
High-Pressure NMR and Fluorescence Spectroscopy

TE TSR AEm bt I — Q0124 11 H3 H)

FrtE HEE EFE ST TH.%2 5 DNA f56 5 AE O824

%5 51 [ NMR §fme (2012411 A 8 H)

frtE HE i E NMR 12 K D c-Myb DNA f54 K A A > O EEHEE (2 B3 2 A58

H2E 4 KRFPEENTE T +—F 5 2012412 45 H)
\m s EMMRICE B LTEESR ORISR RE AR

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

HH I PUR D ZRlikME & A A2 X 2 BURPUAE SR RGRE & O FHES

T Rk FIFVURERICBIT AT F13-B 7V —PH RS Y 2 — L
D Trp FEIEDEE

e B > T AR T PI3K p85 & A CD28, CTLA-4, J OV ICOS #-#Hfa e
I & 43 HIFE AAE R fgAT

2011 FFRESER - AR (RAITREERH)

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

antibodies

H11E AAEAERFE2FS Q0114F6 A7H, 8H)
H% B— NMR (T & % 30 kDa 27 /v F— OMsE A e fitbr



el A EBAEORRHEE & B GE BT D HUROAIRE

rE B CD28 MIfuNTEIk & 7 & 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 Rk Contribution of each binding site in carbohydrate-binding module of
endo-1,3-B-glucanase to complex formation with laminarin

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

M 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)
FRBE PHE BRI B DS E SN 22 ENEORE A BRI KT T 2

%478 BIETERS (2011 4410 A 22 H)
A = B R B OREYE SR N 22 E MRS A REIC KT 9 R

&«

H1El 4 KRFPHEENTE T +—F A (2011412 A9 H)
FRE PEE  HREIK T c-Myb DNA fE& KA A v OUERTEMEE O & HEERETE & OFERY
i EA

6th International Meeting on Biomolecules under Pressure (IMBP 2011) (2011 4% 12 H 13 H)

PR PE3E Conformational fluctuation of c-Myb DNA-binding domain and its correlation with

stability and function

2010 PR - EHSER R (KA ITHEERE)

H A 2R A 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 filiiit 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 TFHEEEREN 7 4+ —T 50— 237 201143 H 10 )
ME B SERERAo U A MY — (1) —EESERG OB T —

2009 FREFE « HEHSER R (KA ITHEERSE)

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

M E EEBEES AR T A (200947 H 25 H)
fm B ARSI EER O IRESE LBV %



45 BVAIESHRS (2009 4£9 F 28 H~30 H)

% B—

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

Current Trends in Microcalorimetry and Biacore Symposium 2009 (2009 410 A 18 H~21 H)

% B—

el g

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 AAREMWERESFES (2009410 H 28 H~30 H)

J /INACRR

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)

% B—

WtE B

ey B4

Cellulosimicrobium cellulans Hi3k endo-1,3-B-glucanase filifit N 2 A > OFEFES
RE M O Ca?* D

CD28 MGl & 7 & 7" % —/rF Gads KT Gads % R A A > & Doy F[#1HH
A ARt

=T NVIFAY Y F—LDONAREETE =T 2T 08T ) F v —F
IR D HU RS R

% 304 [B] CBI F#&MfFseikis (2009412 A 18 H

LGNSR

)
AR ARSI 1T % WL i BB 2 B & SLIRETE i & DFHEd



