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The Progress of Structure Analysis of SMC2/SMC4
Heterodimer of Eukaryotic Condensin

Wang Hongzhen'?, Yang Sihan', Li Guiying**
('School of Life Sciences, Jilin Normal University, Siping 136000, China; *Key Laboratory for Molecular
Enzymology and Engineering of The Ministry of Education, School of Life Sciences, Jilin University, Changchun 130012, China)

Abstract  The main role of eukaryotic condensin is to regulate the chromosome behavior during cell cycle.
It is a pentameric protein complex that comprises a core catalytic SMC2/SMC4 heterodimer and three regulatory
non-SMC subunits. At present, it is still unclear about the conformation in vivo and molecular mechanism of SMC2/
SMC4 heterodimer of eukaryotic condensin. Recently, many novel progresses have been made in the studies of the
structure analysis of SMC2/SMC4 heterodimer. This paper reviewed research progresses of the structure analysis
of SMC2/SMC4 heterodimer in recent years in order to provide references to related study on the basis of briefly
introduce of primary structure of SMC proteins, the found of eukaryotic condensin and structure and composition
of eukaryotic condensin.
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PR T SMCHE A F Y, H kL, B &Y+
FAE6FISMCHR [, 43P 73 — TARAZ 0>, AT T K
M EAAFRGENEERE &Y. Hrh, SMCl/
SMC3 5 — 1k 2 5 ¥ i & 45 % (cohesin). SMC2/
SMC457 — Rk 2 5 i & 4 & (condensin), SMC5/
SMC65+ —E k2 5 RDNABE &4, J
HE W BE 4 R (condensin) HY 3 EAE FH 52 7540 i ] 3 i
iR R ARSI, R RTEEN
RE A, HIAEAZ O AE H FISMC2/SMC4 5+
TRARAN3AN TR F R AESMCTE SR A . H AT
% T 45 & 1 SMC2/SMC4 7 — AR i 4 P # %{%ﬂ
7 FAERNENATERE . fiL, XSMC2/SMC4 5+
BRSBTS 2 F R . ASCTERIEA ¢
SMCE A MIFEALE ) . AL PIEG FIRIL ;é
1% HE PR 4 3 1 45 K 2H LR A I Xﬁ&fﬁﬂ%SMcz/
SMC4 5 — AR B S5 H AT It Fe ik J A —2RiR, DA
BN RS %

1 SMCEBARERZE
SMCZE [ 7E AL F AR SF (¥, MAHE B H (1

SMCHE H# B A B AR 450, & 65N A F 45
B 1), SMCHE FHH1 0002 1 4002 3 B 4H ik -
HN- iy 45 74 4852 2 1601 22 25 R I C- K i 45 A4 2k
(A5 150 2 2L 1R i BE AR 57, 73 ) 5 A Walker AR
Walker B&5 #4455, H (] 52 H B OR ST () FE W8 i )8
i (hinge) 25 #4135, FH2AN K 1448 il M2 E 4 1) 5 Nty
ANC-wde 2, X 2K 45 1 AZIE A F N SMCER
E/JT;U@‘RF%

2 EREYIRBRILI
FU M AR S B 4 5y et

R R A & B . 19944F ) HiranoZ5WAE 4 Uil I
U G B 240 o 55 HU A A AR A BE T A 22 o R TR R A,
S A S e H R IR I TCE e 8 4R 45 5 B T CAl

Walker A

£

N-terminal

Hinge

Coiled-coil

E, &% N XCAP-C fl XCAP-E(XCAPAR % Xenopus
chromosome-associated proteins), i it % 4 & 18 &
R, XCAP-CFIXCAP-E#fS /& SMC & [ 5K % 1) Bk
. 19974F, Hirano%5 gk — D4R IE, 78 T OF BE4H
Jf & B o e 9% SR UTUE 1 5 245 B P M B
BEY, NISSE AMMIZSE &Y. 8SEAMEH
XCAP-CFIXCAP-E, EISMC2/SMC4 5 — %1k, Tfi
13SE &M T & A XCAP-CHIXCAP-E, it & H H
ft 3~ 4FE SMC 7% XCAP-D2. XCAP-G fll XCAP-H,
AT E OB X PSSR EARE EYa N
£ 45 R (condensin) . 7t 4% BEL W7 A1 4 2 Bk % SI2 56 36 1)
R GH 20 TR IME 225y ZE G R 65 1) 1) S R 4 R
H A T o

19984F, Schmiesing %55l i £ ik U ¢ 1 5E 47
7y Bt & 7”, hCAP-C/hCAP-E+2 E i /Ui XCAP-C/
CAP-EJA [RIVE 4, H 7EHeLadt i 32 B4 A 1) S2
56 % B 7 B B 1 0 ELAH 45 A T S R AR, 2000
F, Schmiesing I3t — 20 7E HeLa4f il 4 B4 H %
JE H—Fh155 kDalff) 8 H 5T, FR95E 46 AH KL K SMC
454 H H 1(condensation-related SMC-associated
protein 1, CNAP1). CNAPIJ& Ui 4 4 & W Ik
XCAP-D2f N FIVR & A, R AT N A2 —
MEEGE R E S . 20014F, KimuraZ:UOp /4R 8 26
o th —HF13S N4 2, & H 21 SMCIE A£hCAP-C
AThCAP-E 1 34~ 4F SMCilV 3 (hCAP-D2/CNAPI .
hCAP-GHIhCAP-H/BRRN), FiiF B A\ SE 45 2 Al JTUME
L AE R AL G AN D RETT AR IR DR~ . RS R 5Kk
BeRR AR,

20034, HiranosZ 56 % ) OnoZE g IR R 18 1F
NA M A LE T — P &R 4 2, RO B4 R 40
R4 45 RI3LE FISMC2/SMC45+ — AR (hCAP-C/
SMC4AThCAP-E/SMC2), HEF RITH 7 — B 5%
4 % 194F SMCIV 3 (hCAP-D2. hCAP-G #1hCAP-H)
e B (AR (1) 2 (5, 49 9 2 hCAP-D3. hCAP-H2F

Walker B
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Fig.1 Primary structure of SMC proteins (modified from reference [12])
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hCAP-G2. Z I, 75 FAZ I R BLATAE P A 4R 40
=, e s RS 11

B o N TR) PRI HE RS, 7EAS [F) AR 0 R A7 (R 4R 4
FURI LR RS T 56 e i 4 2 11200,

3 EREVIEGRRIISEWER

A4 R, AR gn i R 3Rk
—FISMCEE [, fEBHEX —BALTE R —Fh [ R4k,
BHEFEERROESG R, TREZHEREMES
PR 2=, 7 IO R4 RIMAEGE R, HETK
L2 5 T BE ARG R B R AP RS 4 31 R
EAEW MRS R, (H IR 48 R 1 5> CAP-G2
AR, B H AN IR BRI A AL RN
LR,

R0 T B AR VDB A 2 I 2 A AR,
ZRE T R B R AL AR AR A M B B | 2
SRmE T N R A N B Gi 2 I A5 AL BT U R
30 EREVERZNTEARETHEARTMH

FLAZ AW ER 4 VR AE 45 R 54N M AE AN [+
AW o R LA R A AR S, R BR T2
SMCEFEAb, HoAh3 AN 5 A1) U5 2R AN [ 1) 2% 1 )5
FEP, E4E R A AESMCITE FCAP-HAIEE S 211
H 1 ESMCIE F:CAP-H2 & TKleisin & )51
ML R 24NESMC W F: CAP-D2ICAP-G. %
i 117 24 4E SMCIE 2 CAP-D3(NCAPD3) A1 CAP-
G2(NCAPG2)J& T HEAT & & &K [1(HEAT repeat
proteins)™>%1,

3.2 EZEYEFHESMC2/SMC4E — BIkpIE
AKLER

20004, KimuraS6277E & b S5 ok IR, 46 4
Z P HI8S SMC2/SMC4 5+ — BRI E AW,
AR KA EoE TR RE G YEe, Mm3~9E
SMCWFEH B LIS & A4 A 15 4E . 2003
T, OnoZEV MR T, 76 N4 Fh 4R 45 R TR EE 4 R0
[FISMCH. 0 VA S 3T A 2253 2L YLt AR s iy kg
WEZENEN. Bk, T4 T ISMC2/SMC4
SRR R, AT T A W g AT

JE 1% A2 WISMC IR — SR AR I 45 K b o A% AR
YISMC S — AR S5 MR AL B85 T RS ALt iR
WA A — BRI G5 R TS A AIE BESMC [R] — 44
(R 2% R 2 S [ P AT 11, 1T HLAIE BSMIC [R] — SR A4 11
TR HBEX AT

19984F , Melby%5 P*HIERH | Kk BAF B (Bacillus
subtilis) FJSMC (1 #rRBsSMC) [F] — 5 44 f 3 2% 4 il
WE e S R 1A S AT IR, HEI B AL AR ISMC i R
A R B 2 1) P AT . 20014F, LoweZE i i
i VA 25 KA BIF 9 33E — 25 30F B A #0485 (Thermotoga
maritima)[f]SMCH [ FIN-¥ig F1C-3i A8 1T B 5 T
I e M FIATPRE, A 0k, SMCE A J& T ABC(ATP-
binding cassette) ATPHE K% .

20014, Hirano%F 73 #r 1 Ak B4 B I BsSMC
=R R A A (E2). B A T(model I)HH
Melby %5284 i, BJ2ANSMC FE 3 i 4= K ) 45 2
JiE B B2 18 AT A S J Ak, X RE K 35 i B e
FHEAE BN AR FFRER . BAII(model IT)72
FH Hirano %504 H, B4 AN SMC Y 2 45 i R e B 43
TN 2T R A AT, P RSO 45 1 S =
TR — R Ak. 20024F, HiranoZEBUHE — 35 IF W A &
FF B BsSMC ] — Z Ak 24N 3 3 F 8 i X A S 10,
1 HL X Ff 45 W 7E Ak E R AR ST 1, 16 HAX R DA 4
FSMC2/SMC4 5 — JEAR 1) — R A 2 AR BE X A
S ALk, A AT TR R IAERE XA 2
SMC = EAGHIAL A, B2 5SDNAK A BN A HAEH
(A 557 o

20024, Anderson%5:CHH] 3% 5 HL BT 0 ) WL 82 T
NSRS R TUME SR 45 K1, W83 B R B s B2 45
FSMCE AT BRI & R R VI 45 1,
VIR T 2 5 P A — SRAG PR AN SMCHR H AR
B 25 ¥ 38(hinge), “V I I 14 53 ) /22N SMCHE A
(176 R (R, TV T 1 3z i DU 2 S SMIC R
RS 45 & ATP I Sk B 45 1 358

20024, Haering%& Wit 51 3% BH, ¥ A #4 40
(Thermotoga maritima)SMC [ 154 4 &5 M 383 &
T B 4 ¥ A 4 i 82 J5E (intramolecular coiled coils).
AT TR P B BB % R SMC1/SMC3 5% — A oy sz 56
MEREEE—BE T, 2N SMC R A 7 — A A
SMCZE M B ST 5

DA, FH Hirano®5POH Hh (A5 B TT AR W A 75 218K
Rl 2 (15290 SR BASSMCIE £ 7] 43 28 =847,
RUEEE X\ 2 4T 8 I 1) A7 1) 46 it 5 i [X AT
A2 T A ity 14D Sk 358 45 ) 358 P SMIC IV 356 ftYN- i 485 44) 355
ANC-vify 45 Ky 2 ) . WAL HAZ A W) SR 4 R SMC2/
SMC4 5 - BEAR& t B AN 2R R B X A ST Rl
SRACI UL RS A5 B3 3l A [
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Fig.2 Configuration of BsSMC (modified from reference [30])
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Fig.3 Schematic of vertebrate condensin I and II structure and organization (modified from reference [35])

3.3 EREYERZEESYEN

WIRT IR, 2248 /1 ISR TE BN E &
W, 43 e 8SH% Lo I B A& WA STR 9 0 &2 A 47,
20024F, Anderson%EP21) 4R S 56 45 R B, Bk
SMCIE 3T ik B A& MA 5 SMCHE H 5 — 54k
PIBBE X 254, T2 5 SMCE H 7 — AR IE b 11
LR A & N EG =1 E &Y. [FF,
Yoshimura®5P4 ¢ I 5 ) W WL 5% 1 LB 1%
Bl (schizosaccharomyces pombe) 4 2 W 45 1), LU
2R W], AESMCIJE = 4 55 SMC R — B4 1) 3k
S a, TR — A BRI R

20074F, Onn%E2R H = 20 N S 45 25 W AR AT
R A i [ 5 45 & 5256 (protein-protein interaction
assays) 7 H NS48 R UM AR 4 = 1 S 2R 1) L
AT ), T HLAE 46 25 TR B 4 ZRTLE A AH [R] 1) 1 2 HF
Hllo

AT, X ER YRS RINER RIE R SY)

M2 AN SRR N TR . £R 4R R TR AR 4 2R 10
L HSMC2/SMC4 7 — A%, KleisinlV HE (5 45 &= 1
[{ICAP-HBL AL 4 1T (11 CAP-H2) [{N-i 345 43 K5 28
— NHEAT W 3 (4 4 =1 [ CAP-D2 8 £ 4 =11+
[FJCAP-D3)i%: £ FISMC2, Tiikleisin ¥ % [ C-¥ii 37 7
4 B2 NHEAT W FE (4R 4 =1 FICAP-GELAE 4 K11
FIICAP-G2)iE# FISMC4. SMCH: - RAKFHEAT
W HE 2 B %A BRI BAR ), 3R HKeisin L EE7E 4
HE YR RERC TR CAE . SR B4 K 4
WAL E 48 RIS RIUEF A
N (DEEASMCIE 1) Sk &% I ATPRE, 745 & H
3N (2) I S ) ~PAT 18 TR E X 5 (3) 8%
XA FSMC2/SMC41H 5 — RALPI(E3).

4 BERZEMEFEEZESMC/SMC4FE B
AR SRR R
SMC2/SMC4% [ 57 — RIRE A A MBS &
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(1) 45 16 AL 23R A= ) 5 Dy e v B B AT AR AR
Mo 5k, BHEZA1— BT — 5 @i B %
AP AE4E F SMC2/SMCA 57 — SR A I 454, DL iE—
BT R IAE AL . X 5 T AT 7S 3 AR R AR B
1% A WD 46 R SMC2/SMCA 53 — SRR B BE X A1 45 il
WEE X (B AR BT, AT AR R R A S SCER AR 1
FT7R o
4.1 EBEZEMETFERESMC2/SMCAT — B HE
X5REZEMISMCE — R R EXFEERER
20024F, Haering =530 57 ¢ BH, 58 1% 2 W it A
ML T (Thermotoga maritima)SMCHE BE 45 #4350 ) —
FA @IS P45 A T (two dimerization interfaces)
TR E AR, 1M20104, GrieseZFPOHF 70 /N i £
4 2 SMC2/SMC4 57 — JE A4 1) B Bk 45 Ay I 5 B,
H A R SMC2/SMC4A 7 AR AL
F — 45 4 1M (one interface) il 7] LA 5E e — AN 58
B 45 A Tk A2 DL SRR BB BE 4 % SMC2/SMC4
J IR R R B REVE . ARATIE K,
SMC4 T K B BE X IR 45 M REAE 5 T AZ AR M) AN TR
IR S B AR 3R TR A I DhBEH 9%, AtAl]
RN, TERA R 45 G R g5 A E A R
i ke i K 22 U AR ST 1Y, AR/ (R AR OR 5 () 2 L 1R

BR 5 AT AP AR B A ISMC T 28 57— SR Ak 145
S
42 EZEYEGESMC2/SMC4F —BirpE
HIZHE X FEFENFARER

20154F, Soh%5CE— WL T M AT AR AR R
R IR (Saccharomyces cerevisiae)SMC2/SMC4
T RAR K A IR 1104 &3 R ik 3 45 14,
IE BA R SORF B AR 45 2% 4 il 2 e [X AN 25 B B RESMC2/
SMC45 — AR 4 i 02 e [X &R 1 1 B IR 45 4
(rod-like structures). 4ATPZE & FISMC — F 4k 1 sk
4 A3k 51 EEDNAZE & BB EE X B, SMC2/SMC4
IR AR ) A R X A e B BE IR TR A &,
B[ A FH R B PA 0 4 4% (rod-to-ring transition) o ft4]]
INNIXFESMC R 145 Je AR Bh A5 25 5 (R 45 M LR

2015 4F, Barysz 55 Pl 9L 1 XS 4E 4 R 11
SMC2/SMC4 5 = JE AR 1) = 4 4 b 45 1, K LI
SMC2/SMC4 1] 1 5 e [X 4= KAl 2V 22 2Bk, i
INEGRZIFISMC R — R AR B A — PR 45 4 (rod-
like structures)o

2015512 H, Uchiyama:FfF 50 145 5 25K
JEE 1145 1 R (£ 304 28 225 R Tk 425 ) 1) A6 22 A4) Sl
2 il 12 e X (hSMC2H-CC30/hSMC4H-CC30)1] i 14

F1 IEEREFTHBXEXEYELEZSMC2/SMC4 57 — BARLE A FRAT BY SRk

Table 1 References of structure analysis of eukaryotic condensin SMC2/SMC4 heterodimer in recent years

W E ISMC2/SMC4 7 — TR AR )

AN N N . SR SRR ]
o LI N, EX TV WiES )
Eukaryotic y . . . Reference and
; Be studied main domain of SMC2/ Main research method . .

organisms . published time
SMC4 heterodimer

Mouse mSMC2h4h-s Designed two expression constructs of Griese, ef al®®, 2010
Hinge domain without coiled coils the mouse SMC2, SMC4 hinge domain,
mSMC2h4h-1 protein purification, crystallization and
Hinge domain with short coiled structure determination
coils (about 14 aa residues)

Chicken Full coiled-coil region of SMC2/ Amino acid-selective cross-linking Barysz, et al*®, 2015
SMC4 heterodimer coupled with mass spectrometry (CLMS)

Human hSMC2H-CC30/hSMC4H-CC30 Cloning, expression, and purification of Uchiyama, et al®”,
Hinge domain of with medium hSMC2H-CC30/hSMC4H-CC30 2015
coiled coils(about 30 aa. residues) Crystallization and structure determination
(hSMC2H-CC30/hSMC4H-CC30)
ScSMC2H-CC110/ScSMC4H- Generated SMC2, SMC4 constructs Soh, et al®*”, 2015
CC110, hinge domain of with long containing the hinge domain and long

Saccharomyces

coiled coils(about 110 aa residues)
cerevisiae

Full length long coiled coils

stretches of coiled coil protein purification,
crystallization and structure determination.

High-speed AFM in liquid

Eeftens, e al*”, 2016
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Fig.4 Conformations of SMC2/SMC4 (modified from reference [41])

ghth . AATIIA N, BEEDNASE &I, BBE 45 F s K
GORAEAR, {54k 45 A T 2(dimerization interface
2)M R AT B BE — R A, R BEDNA (ssDNA)FE it
SiaIH. IXRE, BUEESS M RS G
—ANTIF, T3 HAR i X AT SR DR FR R S R R 7 (a
rod-like closed configuration), £77E—F I RS (a
half-opened condensin SMC hinges).

20165, EeftensS&MF] H & i i+ 77 2 1l 8%
(high-speed atomic force microscopy)fE ¥ AH /1 R &
ZF B B AR 45 R SMC2/SMCASF — RAK 45 1. A
IR B, SMC2/SMC4 53 — 5 A B ff 75 % 15 ATPER
DNA 1 #L T, SMC2/SMC4 5 — Z 44 (1 3k #1545 14
S AN AN By 25 1 ELAH % ik, 3 I VIR MOV
B, 1 H K IBEE R IGE 5 55— i IR BB 45 My I e
TS KB 3 0] 5 B e o A L L AR S Tl I T
(butterfly, By FJ 5, T A A Sk A 5 A B 4 fik ) 3%
AP A B(El4) . ABATEIRIT TS KL W], SMC2/
SMCA4 5 — RARF I —FlRe 2 (T U R . 2017
4, Rana5H 4 45 7 SMC2/SMC45+ — Ak H AT RiE
FAER) UM R, dnEl4.

{EL1F7E Z )2, EeftensZE 0041 T 581 A
BEREFL AR S R T AN S A AT 7L 1) SR 25 SR
AR =R B B e, Segn b A K SMC
1, T H A A A A A kb Sk e A
o3 IR TR MSMCE . Ik, X T 7 B A
SRFC e RARTAC M = LIS N I R SN
G, B J5 1~ 7 30 e o ) 58 20 Ak N B 1S4
Blo H=, SMC2/SMC45R: — M (144 G /& Bt i (]
NI, A ol JR - ) 2 R AR U RE g 10
SR BRI AR EAE T o AT 9 EE T T A F K
LRSI AR, HARRT 7 18R T SMC2/SMC45+

ZRARI TR B
4.3 LASMC2/SMC45 ZRAMFF AR &
HEZEMEREREMRER

MY, X TR KA A 2R UL I
Iy RGO AR B A AT A I R R A AL AN 2.
SMC2/SMC4 53 — & A B AT T TBU) ¥4 5 ) R RS 4
i I Dy Re 7T B A R . JUHRT T HH Cuylen
IR IR R BE W LIIR I RESEDNA 1
BERSRAE T 450 B SCHRE, IR RERANIR 7T HAE AL
fil AL T T 1A

E 8] 3, B4 2513 2208 o T 40 B Jo 1T B 4 25 11
FEEN AR AL T . L, 758 2255 24007 A RD A%
JEE T 28 T G AR R SR AR AR R, AR 46 SRR S B AR
Mo AERRS, B8 R7 14 Reds & B QL ik R 1%
Ve 441

2016 4, Goloborodko &5 1 i@ i i+ HHLAE )
P2 — PhefE 48 2 F 19 P4 i (loop extrusion by
condensins) 158, FH SR ARREAE BT HH(EDAZ B AR 3 2
RS R WL A 2277 R GRS L. ARATH =
SO R T B 2R 25 G B A A G A i A AR T A, AR
JEW AN AR . XFERIE LA 2 AL R A,
SEAE— ANk bR 2N KIRRES, 4k A 2
— PN B /N AR RS IR R IR RE 471, R4 Y
Ak, 20174, Ono%5U O FIK akui %5175y 1) 18 i AN [H]
) S 5611 BH B 4 25 7 1 G €0 Ak e 4 A e 3
YEH . TiiPiskadloSE It — 3P i i A 22 4y b I 757
FEAE KT L FRDNAMEL(DNA decatenation), /147134
79, DNAPERAT LI A2 — A i BE B AS (1 X0 m) i A,
LA RUE R G AR g 4 Rr b B EEAEA .

i 1T, KeenholtzZF " t 2F 58 % BF 42 4 25 A
IR e SR AR H, i e DLSE R R 48 5 1)
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WAER 2R Eg P REZEEM. M
Schalbetter5 >k iE, 7T 2 i I B HH AR 46 2% 32 BEAE e
EEARTDNA PR T T DX 355 6 4 ke A, il T 4t
P () R AR AN BB

TEVREL 7 24, 7R 8R40 2 1) D Re It 95 7 T R HL
757 Btk E . 20154, Houlard SR, 445 K104
/N BRI RESH ek £ o R 4 T ). 20164, Wang
SR E, U I Ik A o 2 — ANPHDZS M IR A
JEMMDI 2 5 55 77 24 3k B o 46 4 R £ 11 — A
BB R T, AT DB B o Yt i AR 4 R T
CAP-D3/)#ik. 20174F, LleresZ ™ 1#, £ ik
73 LTI 2 % €0 1k e G 6 I3 45 40 1) P 400 75 B4
IS

T, Eeftens S50 — DARGHE, 2R FH I RREE &
UK FIDNA 48 & B B AL G S AR D R . 4R
95 Jei@ i A FH 45 & BIDNA, 28 )5 R FH ATP
IK AL GEDNATE N R4 35 I TR 25 M N itk — 0 Tk
FEDNA . X — RIUXF FIAR G AR TR 46 43 L
FEERY

5 HIESRE

gk BTk, H A X B A Y& 4f %= SMC2/
SMC4 5 — 5 PR (1) 45 46 W0 R 08 i T 2 A JE 9L
SMC2/SMC4 5 — B4R 8> SMC L 3 A 43 A =8
gy, RVREEIX . 20 F W4T & S 9] ~F A7 1 45 g i X
IS T 2 iy P Sk 308 445 44 435 FH SMIC IV 25 (1) N- iy 465 44
S RN C- 5 A AR AL )« FH2AAS [R] SMC VP 32 ) 5 e
SERIEAN T R A . A SMCIIE 3 11 45 828 e 5 ke
315 BHITE ] . SMC2/SMC4 5 — TR I £ ik 45
R385 J5 A% SMC B E 45 A 38047 £ R 7% 5%, SMC2/
SMC4 5 — ZEAR AT DR ECEE N B A 5

BN A W) EE 45 2 SMC2/SMCA 5 — BRAK (1) 45 4y
fRBT R R B A AR AR L, N — IR
SMC2/SMC4 5 AR UL R BAZ VR i = AR N
(0 AL ) B2 Ak e sl St 6 A A LB R R
RIS R, AMT— BN, EZEMES R
SMC2/SMC4 5 — SR AR ¥ 2% 45 Ml hZ e B R A7 e
TEA G A BR 3K TF IV TE A B o il % Eeftens 254
P H B M4 45 R SMC2/SMC4 53 — BRI W5 4%
I M Wi B A7 AE“O” A B UL S “BVIE# AP
K%, o F BEAZ A S 27 SMC2/SMC45F — RAK Y
SERIRRT DL S SRR 2 AR AR N AR AL, AR 7

AR P T 2 T A P R A
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