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2024 FEFESRE « GRS E —E (RAITEES)

21st ITUPAB (International Union of Pure and Applied Biophysics) and 62nd BSJ (Biophysics
Society of Japan) (2024 -6 A 25 H)
ik B Regulation of enzyme structure and function by weak metal-ion binding

NRAFA BT a e HE25RU—rv a7 Q02446 H 28 H)
TR SEHR SRR N2 FE D < PET S0 iRl SR O i aE L & Ca? MK AFHITE ME 78 BLHEAE O FEAT

RAFA BT a e HE26RU—r2 a7 Q202449 H 25 H)
N BURNPER BB TR 12 & D B FPUR DO FURFE, & 2D AL

%60 M BHIERES (202449 H 27 H., 28 H)
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5.

B 1% FUROFURRES ) L REMD N L— KA 7 I2B89 B 2T H kT

kIR AL —EH s x

UTRHE SR EERIEMERBUICEERFHWEREA 4 A ORI &SRR R

H14 B 4 RZPHEENTE 7 +—F 5 (20244510 H 30 H)
e B %R TR A2TE LT 2180 L&Y O 1VE R FE O fifiA

F97El AARA(LFERE Q02411 He H, 7H)

g SR PET Z0fiflEsE Cutl90 O Ca {KAFANTEMFEBLIZ A B L 7o WG neAH B O fif

B FEK 220 SH2 KA A 23 H L7= PI3K p85 @ CD28 fifi & #Afh

JIHE W% PET RIS 7= 7 FF— B R EL L BAR DR T /7 Riv-~D [ &4k

SLH LK K H 2 ribonuclease HI @ D7ON 2R\ X5 & BA 4 U fEG EIEHE~DF
BEET A

6th international meeting on Trends in Enzyme Catalysis (2024 4~ 11 A 22 H)
fkH BaE Structural dynamics of the Ca?-regulated cutinase and its structure-based

improvement of PET degradation activity

NAFA LV ETIvarififgs H271RU—2rvavy7 Q024412 9 H)
I W% PUROBIRIMERE L ZEMEE D N L— AT

H3E HAPUKRFESFM RS (2024 412 A 10 H)
A e B RGB R D D PR DAL S & BT 0 S 7L 2 D PUR R D&
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2023 FEJESRE GRS E —E (RAITEES)

26th TUPAC International Conference on Chemical Thermodynamics (ICCT2023)

(2023 47 H 31 A)
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 WS F20U—r7>ay7 (202349 A 15 °)
B ey THINAS 7T NMAREZ X7 H D SH2 DAy Filik & A A I EAER

12th China-Japan Joint Symposium on Calorimetry and Thermal Analysis (CATS-2023)
(2023429 A 23 H)
ik B Structural and thermodynamic analyses of adaptor proteins with CD28-familiy
receptors involved in T cell regulation

HB KT &6 nl HHRMEMSE L #— (CCRF) Yo aARY A (2023410 H 16 A)
fkH B @RA UMK VHIEIN D Z XY H oM & e

%59 r BVHIEHHERS (20234510 H 25 H)
fH B FWEEA A UFEEIC L DEER OMRER L L L el

%513 8] RS FAAEERENT 7 4 — 7 LG (2023 4210 H 30 H)
aeH B BHEREERGVETES & X N7 B ORGSR RE

o6l AAEFESKRES 2023410 H31 H~11 H1H)

B B T AMARABhRIIL S 2K CD28 K& TN CTLA-4 ~® PI3K p85 SH2 D ZAlifiE & 7%h 5

PR B PET 43 fi#l#%35 Cut190 DREEREREMEAT & LCC & D BRIz FED < mire b ok
wf

VR PR PET 2 fiRE23E Cutl90 @ Ca¥ i A Ebiric s B U - K G AeFE B ARt

Follml HALEMMESAFES (2023411 A 14 H~15 H)

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

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

—ft# R Effects of hydrophobic core residues on conformational changes of o-helical

peptides induced upon metal-ion binding



fiJE AEAT Structural and functional properties of Gads SH2 dimer in CD28 binding

%2\ HARPUA SRS (2023412 A2 H)
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RAFA BT a e HE23mU—rv a7 Q023412 H 4 H)
)i B KAGHE ribonuclease HI DOFEFMEFEIZRBIT H9WEEA 4 FiE O EEM

HAREZ B S 55 529 [IEEES (2024 4E2 H 10 H)
WTRE $9R PET 2B Cut190 O EHERE(L & RS S BEAH B fRAT



2022 fEJE SRS -

A RER R (RAITHERA)

H AR B2 22 BT 8 46 520 [FIEERE S (2022 4E5 A 21 H)

B AT

CD28 FEB~D GD2 & RAA v DEL L R AL A

F 60 B HALEMYHTNFES (202249 H 28 H~30 H)

B gL

By

M e

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

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

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

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

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

Significance of weak metal-ion binding in enzymatic reactions

%58 |l BHIER RS (2022 4210 A 28 H)
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F1E BAPURFESZM RS (2022411 A 27 H)
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2021 FEJERE « GRS E —E (RAITEES)

%67 HAREFERFTEIGHAIS (2021 45 H 29 H)
w7 PURSRT T RAINZ & 2 — AR Fv Jrik o 2 @ MR

HAEIZLRS SE 26 515 [BI#EES Q021456 H 5 H)
HESF R PET S fRf%3E Cutl90 @ C K 3 BRI DO KRB L P AV 7 4 RSB ADNESE
DIEIEOMEBE~F. 2 5 5%

%578 BGHIETERS (2021 4F10 H 29 H)
R HkE HRN S 7 F NAREEZ 237 B PI3K SH2 Dl stk & 2015 1k
B PR T F RIN—AREH Fv FURD L EVER T +— VT 4 TR T

#5940 HAA LTRSS 2021 411 H3 H~5H)

BEE mEA; CD28 A AICHIT D Grb2 @ SH3 M O BAKIE Rk D BB AT

fiIl BEHE AN 7R Z /X7 PI3K ¢SH2 @ Cys 8B\ X 2 Wt M O 2K
O RE ~ D S BEETAT

W B B DT b —F 2R HHUE G2 D —AEH Fv Hik 2 F W 7= HUR R ek Ak
DA

e E%E K A5 & H 2K ribonuclease HI D4 )@ A 4 L fE & %h 3 & His124 O E|

NAFA BT a MRS F15EV—rv a7 (2021411 H2 H)
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2020 FFEERE « GRS E—E (RAITEBER)

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

JZ2 PET /3 f#E%3E Cut190 O ECHEREIZ I 1T D Thr107 D &%E|
Pz B O N — T ERET DHUR G2 O—AE4 Fv Fiil & =228 M & HUR
FE A REMRAT

JIFE a7 WA A BREE LS R.2 5 DNA fEA & 2 737 E c-Myb R2R3 DOFERERE

HESF R4 PET S REESE Cutl90 EisRe b2 FARDEEE - MEEfT

M FEE U v 7 2N ROVERBEO BRI 2 7 s 5 OS2 EVEIC KT T
YRR

BRI MREE T MK CTLA-4 & 7 & 7 2 —43F PI3K SH2 & D451 [5FH B AE A fifhr

A TEBREE S E *

5556 [ BJIEF RS (2020 4210 A 27 H)

O OHZE BUAROE MBI BT D HURAE A RE & BV EME D 2L

2 HE A X7 G RNaseH D& g A A i Bk & il e

L BEHE RN 7 URIE X 287 E PI3K SH2 OHEEREREY) M fRAT

NRAFA VBT a i8S S ET—22 9y (20204 11 A 24 A)
JIIRF A HIHEIZ L D DNA F#EE & o 7 B OB & Hhe



2019 FFJER « GRS E—E (RAITBER)

F o6l HAEFSITEIEIES (201945 A 25 H)
T BAFE  PET 0fifl%E3E Cutl90 OIERE & 2 EVEICH 2 5 & @A 4 D

*AEFHREE 2 H *

HAE LSS S 26 508 [ml#EES 2019456 H 1 H)
WA A7 Pl b 7 = = L HURO BRI RGBT 1T B PUR R L O R 1S Rk

5592 | HARA(TFERE (201949 A 18 H~20 H)

Bz = b e T S VHUROBURPERCAI — AR EH Fv LR O B Rk
*ETFEHBRE L ZHE *

fiR1l MkHE  CTLA-4 fRPNGESL & PI3K cSH2 & 4y EIAR A1 gt

T8 EE  PET 0 fEE#E Cutl90 ® Ca> fE AT 5 M IE A L L D& B A A v O RGN
A TFEHERE L *

5570 AALEYEERES (201949 A 24 H)
fli{E AF  NMR analysis of metal ion-induced conformational changes of a-helical peptides

HABGE S 56 46 BMERKES (201949 H 26 H)
W B3 PET HfifEE 7 Fr—Y ordEiae & s

5555 [\ BJIEF RS (2019410 A 25 H)

E B BB A UREEITE Y Y v 7 AN RV DT AR

JIG KA ISR EME L DNA G HEN b 272 c-Myb R2R3 OHERERE & AT

BSF K42 PET 9tk 7 7 —Baine (b A AR DO EVL BN & BB A A i G ORI
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2018 FFJER « GRS E —E (RAITEES)

H18 M HAEARERFESFES (201846 H 26 H)
Wem Bar BIRMERBGUETRIZH 2 BuR O ENE & BUERE S OB ) FH R

556 M AARLEYMETRES (2018429 H 15 H, 16 H)

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

fifE A¥  Destabilizing effects of residues in the hydrophobic core of three helix-bundle
peptide

(LIl A% #  Generation of single-chain Fv antibody against hen egg lysozyme and analysis of its

antigen recognition mechanism

%5910 HAA LTRSS (2018429 A 24 H)

AT HER SH2 RAA LV RT » T XA ~—N5 2 5LEMN &R~ R8N
ko FESIRE & E *

T HEFEL PET HfflEHE 7 77 —E D Ca2+ii ATtk o SLIAEE & Bz &t D24k
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7 54 [l BGAER R Q0184 11 H 1 H)

ML HER X B FIBBREZ IV 72 DNA SIS D # 37 B OB A L & B
Jy5E & OFE BIfEHT

JIllGs 54 DNA 56 % > 737 B o-Myb R2R3 OEIEZEMEICIS 1T 2 A A L SR (R A4
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2017 FFEJER « GRS E —E (RAITEES)

HARGHERE 66 22 (2017 4£9 A 11 H)
Hem B DNAMAEBE OIS & B ) F T

CATS 2017 (2017 4F 11 H 4 H)
feH B Binding Thermodynamics of Mg?" to HIV-1 Ribonuclease H Domain

%53 BVlER RS Q017411 A 4 H)
Hem B BEINK S iRl SR 7 v 1 F— B OFfE g T L & fEE B g T

WA R FAEMBAIERIERNL 20 BHF L EI =V ARY U A (20174511 A 11 H)
m B AR EEN CHPUR S 512 CD28 D4y AR BAEF fEdT

AAREZ b2 2018 AR R4 (2018423 H 16 H, 17 H)

] T BEEREKEZHWANLESRL a7 L R 77— RA61 OREEREEMET
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2016 FFJEPE « GRESEE —E (RAITEES)

A A B RSB RS 494 [MEEES (2016 45 A 21 H)
=K EF Tp BAILXLDZ N F—EHEREAETY 2 — L ORISR E

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

(2016 /-8 H 14 A~19 H)
FREE HisE Thermodynamic studies on protein conformational fluctuations
feH B Folding thermodynamics of jellyfish collagens under acidic and neutral pH

conditions

52| BVHIERRRE (2016 429 H 28 H~30 H)
FRdE P MBS ZRIK L 7 %7 % —45F SH2 DM EAER B L ORE R ETEDE T 15

fig AT
fH B BHED T +—VT 4 > 78 L ORERE ) FMAT > 5 R B O aE &
DFHEE

#5540 AAREYMETERFES (2016 4 11 A 25 H~27 H)

FAH: K#f  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

Fade PR3E Structural and thermodynamic analysis of interactions between CD28 and SH2

domains

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

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

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

A AR 2017 £ RE (2017 423 H 18 H)

ToEE HiE MR T REBIZFE 9 3a-hydroxysteroid dehydrogenase DA% 1528 {1 D fi# it
“K EF TR -13- 8 - Ik B N A A ORSRERE ST

MM B PET iR F T —EBoREHATT V& Eikiel



2015 FFER « GRESEE —E (RAITEES)

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

FRde P 7 F VRS- PI3-kinase & MBI AR ICOS & 45+ MIFH AAF gt
FIE REE BUKYEa T IER BRI E D 3 AREHAY » 7 280 RIVIER O EREHT
=K ¥F U7 R 77 BN L DPEREGE Y 2 — VO EHRE(L

FRiE Bt EENZFM LB RF c-Myb DNA fE& R A A o OUEL E hE i & iR

The 29th Annual Symposium of The Protein Society (2015 4F7 H 22 H~25 H)

FREE HisE Structural and thermodynamic analysis of co-stimulation receptor CD28
phosphopeptide interactions with Grb2, Gads, and PI13-kinese SH2 domains

fkH B Generation of single-chain Fv antibody against (4-hydroxy-3-nitrophenyl)acetyl and
analysis of its structural dynamics

#5531\ AARAEYMEIERFES Q01549 A 13 H~15 H)

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

Ve HEAH Role of the key residue at Vu33 of anti-nitrophenyl antibody in its antigen bindings

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

%51 B AJERERS 2015410 A9 H)

FRiE e EPEY vE— MY U R KT TG L E M~ DR L BT )RR
) AE

kIR AL —EH B %

B 38 HAD TAMFEHFES, F 88 HAEIFAEKRE, BRIKE Q015412 H 1 H)
e R — AREHPUARORBEHEEEIC LT T U v — D

H AR RSS2 2016 AR Ke (2016 43 A 28 H)

FRiE FEE  HREKF c-Myb DNA F5A B A A o ORERERE S fEAT

=K BT 7IFEKRa T =7 omiER X ORYESMIC R T D B E AT
B mF AR AL D Ca2HEME(L PET 7l SR O FE R D E



2014 FEERE « GRS E —E (RAITEES)

%14 B AARERERTSFS (201446 A 25 B~27 H)

HAK A B 7F RE@RiET 250K G2 0— K8 Fv HLiko Al

Frig e JEEAMEBRICIVELNE o7 c-Myb DNA FiG R A A UHEREL XD
i

fH Bag SRR EEE o 5L & B

%330 HAWETFSFES Q01448 H 10 H)
feH B TYVFNY FUBOEERELE 7 T A N > L O AR RN

552 AARLEYETRES (201449 H 25 H~27 H)

{Ef% #EFE  Insight into the antigen binding motion of germline and affinity-matured antibodies

1E/K FIE Detection of conformational dynamics of protein antigen by antibody

FRdE HH3E Effects of pH and DNA-binding on conformational dynamics of protein with
helix-turn-helix motif

FRdE HH3E Variable temperature and pressure NMR studies on flexible conformation of ¢c-Myb
DNA-binding domain

%50 M FRAEHIER RS (201449 H 29 H)
FRigE ¥E  pH B IO AU HREL(IZ L D c-Myb DNA & R A A v OREEZ & MEfEAT

HSsml mERES (2014411 H 23 H)
frBE HE TE/ENZEL TR 2% c-Myb DNA ff & B A A o OREERE S & DR



2013 FFEJER « GRS E —E (RAITEES)

TS SA A3 o X —WF9E R 3RS « 55 10 B3 A A5+ - 33 7e S (2013425 A 31 H)
AR BEE R AEERFHEC S < EAE O &R

#5138 AREAERFERFS 201246 12 H~14 H)

M 1  3a-hydroxysteroid dehydrogenase #&& il & € F— 7 OMIKN FHE AT 1T H&RE
TR T Endo-1,3-B-glucanase & B AR D PEFE A HE & BEHAFEIG MERERTAM

FRZE B &JE NMR B X OHEEIEIC K D c-Myb DNA fif G R A A 22 EREE O T

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

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

6181 AEMEEEEMEEST VR T LA 201349 H 6 H)
fite ¥ I ES % = c-Myb DNA & R A A L HEZ2 EREE OfRHT & FEHE & O FA Y

#51m ARAEYYEIERFES (2013410 H 28 H~30 H)
TR Rk Substrate binding ability of the Trp introduced mutant of carbohydrate-binding

module

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

feH BsE Cavity-dependent conformational fluctuation and DNA-binding function of c-Myb
R2R3

49 M BGHIERERES Q013411 H 2 H)
Tk A AR TN hF—PHREE ST Y 2 — LD ENM L KEE & OFEBIfEAT

H3E 4 KRFEENE T +—F 5 Q013412 H9 H)
A BEE SRAMRIES DNA £ 7 7 o —F L HUR O PR FERR IR o i i



2012 FEJESR « GRS E —E (RAITEES)

%59\ AARE SRR (201245 A 19 H)
B Rk FIFVUERIIBITAZ U RA3-B-J VT —FBOEEEY 2 —VH
B AL DR E|

F12E HAERERTRFES 201246 20 H~22 H)

HEH ¥+ Pseudomonas sp. B-0831 H13 3a-hydroxysteroid dehydrogenase 2B #5GE F—
7 DBE

TR T Endo-1,3-B-glucanase fififit N 2 A > OFERES T — NAEHT

FRiE B X U U HEOBESTIEN L EECRE AR RIT TR TS

e B SRR EEE

BIA Symposium 2012 (2012 457 5 20 H)
W P DNA - X U N7 BRIFHEERICRT 2563 E i BB 2 b SRR
& DI

kIR AL —1BEFHE & B %

The 26th Annual Symposium of The Protein Society (201248 H 5 H~8 H)

FZE B 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 (ICTACI15)
(2012 4-8 A 20 H~24 H)
5 Bk Thermodynamic analysis of laminarin-binding by the carbohydrate-binding module
of endo-1,3-B-glucanase
fade PR3E Entropic contributions to stability and DNA-binding in multiple conformations of a
protein
e = Thermodynamics of substrate binding to the catalytic domain of

endo-1,3-B-glucanase

H 31 AAREEESFES (201249 H 18 H)
JuR A Endo-1,3-B-glucanase %% ¥ K D IS i (2 k7~ 2 PEHERE IS MR P

550 [\ AAREMMETERFES (2012429 F 22 H~24 H)
EoR Rk Contribution of Trp273 in the a-repeat of the carbohydrate-binding module of



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

/ME {2 Molecular dynamics simulations of endo-1,3-B-glucanase and oligosaccharide
complex

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

HH #Jr  Dynamic structural and antigen binding analyses of antibody single-chain Fvs

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

TSI At F e 2 — Q012411 H 3 H)
frBE HE EENT TR %2 % DNA 54 A'E O8R4 H)

%5181 NMR #Fhise (2012411 A 8 H)
FRZE PH3E i NMR {E12 £ % c-Myb DNA f56 K A A OB 2B 3 D HF5E

H2ml 4 KRPHEENTE 7 +—TF 5 012412 H 5 H)
HEH w1 TERMEICE B U EEE OIS RE AR

%85| HARA(IFEAKRS (2012412 A 14 H~16 H)

W BT PURD oM & 2l A2 L 2 FURPUAE SRR CRE & DOFHES

T Rk TIFVURERICBT A R13-8 7V —EHEHEEAETEY 2 — L
O Trp FREE D E

fkH B 7 F Vs PI3K p85 & A CD28, CTLA-4, K (N ICOS 45#ift PN iE
I & D5y - FIFE BAE AT

2011 AR - BEHASRE —H (RAITERE)

IX European symposium of The Protein Society (201145 H 23 H)
fkH BaE Effects of substrate strain on binding thermodynamics and kinetics of catalytic

antibodies

H11E AAEAERFEFS Q011%F6 A7H, 8H)
% B NMR |2 X % 30 kDa 7' /v B F— OfEst A BefiihT



Vel A EEEORRHNE & B MG BT DR ORI

AE B CD28 MIRINTEIK & 7 &4 7" % —453F Gads SH2 TN Grb2 SH2 & D43 F-[HFH A
VERfEHT

FRiE HEE  c-Myb DNA A& R A A v DOEAREE N 22 E MO RE IS T T &

wkHE B BRSO FRHE

7L

=

SN

H 300 HAWETFSFES Q01147 H 13 H)
feH B BEREORLD T IF VA T T D70 hF—BHlE KA 4 o OfEARE

49 AAEYYHEAFS Q01149 H 16 AL 17 H)

Fae PR3E Conformational fluctuation of c-Myb DNA-binding domain analyzed by temperature
and pressure perturbation experiments

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

i ZNRRR Correlation between dimerization ability of 3a-hydroxysteroid dehydrogenase and
its enzymatic function

H #7  Generation of single-chain Fv of anti-(4-hydroxy-3-nitrophenyl)acetyl antibody and
its heteroclitic antigen binding

BIA Symposium 2011 (2011 49 H 20 H)
FREE BHE X U NV B OSNAREIE ST 2 E MRS G RR IS T T 52

47 B BVHlETERES (2011 4E 10 A 22 H)
ik B 2 X DTSSR N EMERORE AR T T R

F1E 4 RPN T +—F A (2011412 H 9 H)

FRZE BRI HRE[N T c-Myb DNA #5868 KA A OUELREMHE OB & HEERETE & OFER
fiftBA

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

frate BHE Conformational fluctuation of ¢-Myb DNA-binding domain and its correlation with

stability and function

2010 AR - GRS ER T (KA FREEHR)

H A B 2 2 BV 05 464 [BEEE (20104E 5 A 29 H)



AR RE PURE W ZETTR Y VT — A O R E AT O S

F10E AAREAERTSFS (201046 A 16 A)
i BRE EHEOITIZ X 2EAETUR EREERAET E N — T REE ORGEY
8 BAE BAEHRO 7 3 —L R L 7 07— RS ISR 2 FUiskE & o
WG BAE CD28 MfENMEIR & 7 & 7 % —/3 1 Gads KON R A AV REBEBRIKE D41/
FEBAE AT

548 nl  AAEYMHERFR (201049 H 20 H)

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

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

%546 8] BAVHERERE (2010 429 ] 28 H)
2 B Cellulosimicrobium cellulans H1 3 endo-1,3-B-glucanase filiifE K X 1 > DO FEFEAHE
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