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T [ B ] DIRVHIE L 3C R (BMI) WA RS CPNIO 6, AN . mRNA KF KA WME B2 07
VI R R ILEEH K ReReth , iz SRR — N SR8 B RS A e HE S i A e 25 et . [ 5k ]

SR RT-PCR J7ik3k1% CPN10 3£H cDNA J7FI, [T ookt R B SR ARG 3L N EGFP MEA |
125358k pEGFP-C1-CPN10, ¥ 0% 400 PK15 HEATHEIN 2535, il EGFP /RE: CPNI0 7F PK15 2l
PR FE AL . E— 25 B 96Ot E i F R B H mRNA (1) 2 4 R TRHHE . e AR AR W15 B 2400 i
CPN10 &S M e, [ 455 ] 753 BMI CPNI0 CDS 309 bp J#%1 (GenBank &35 : KM098149), &I
FIEET BMI CPNI10 3 X [ (B2 HE IRl -G #5348 pEGFP-C1-CPN10, 4 PK15 4 H 3= 5/ 4 i h
KBS DOEE AR, ZHLTIE RFRIBIITIEY . BMI CPN10 mRNA 787 kP A ik, 78
JERE AR RR B RS, FEHERSASPEPUERESRILTEARE, EYEEB¥0IRA . CPNIO %
5102 MEFERR, HEMASTEHN 1093 ku, SFH LN 8.89, 1 14 CPNI10 {RSFESIE 5 B ILAL AT,
RS DRSS 32, SRR NG K. [ 4518 ) CPNI0 FEFHE M E AT, AE R R
ik, LR — 5T R e e HE R O T REBE 2 T BB LAt
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Abstract: [ Purpose ] In this study, the CPNI0 gene was cloned from Banana mini-pig inbred line
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(BMI) and its structural and functional properties were preliminary explored from the subcellular,
mRNA levels and bioinformatics, which laid the foundation for the research on the role of this gene in
immune rejection of pig-human xenotransplantation. [ Methods ] The ¢cDNA sequence of BMI
CPNI0 was obtained by RT-PCR, and the recombinant eukaryotic expression vector pEGFP-C1-
CPNI10 of target gene and reporter gene EGFP was constructed by molecular cloning technology.
Then, the recombinant vector was transfected transiently into porcine kidney cells (PK15) to confirm
CPN10 localization in cells by tracing EGFP. Further, mRNA expression characteristics of multi-tis-
sue were examined by qPCR techniques. Finally, structural characteristics of CPN10 protein were
analyzed by bioinformatics. [ Result] The CDS sequence of BMI CPNI0 was 309 bp with GenBank
accession number KM098149. The fusion expression vector pEGFP-C1-CPNI0 of green fluores-
cence protein and CPNI10 gene was successfully constructed and transfected into PK15 cells. The tar-
get proteins were mainly detected in the cytoplasm by tracing the green fluorescent protein. BMI
CPNI10 mRNA had the highest expression in the skin, higher expression in the liver and adrenal
glands, and was moderate, low or hardly expressed in the remaining tissues. Bioinformatics analysis
indicated the CPNI0 encoded 102 amino acids with molecular weight of 10.93 ku and isoelectric
point of 8.89, containing a conserved CPN10 domain and 5 phosphorylation sites. The secondary
structure of the CPN10 protein is mainly extended chain structure without transmembrane helical
structure and signal peptide. [ Conclusion] The CPNI0 gene was located in the cytoplasm and
highly expressed in the skin, which provided a theoretical basis for further study on the function of
CPN10 gene in rejection of xenotransplantation.
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UTAER, A 1) SRR AR SR HE R KL
98 2 B 4k HAR (B 2 PR HER 0, hyper-
acute rejection) ZJ5 I ATITAIF 7 iz —1, 73+
PR R — BRI DA RSP IR T, B R
BIEH e S S0, BRAS5EARE
B Hr . BAR S A A 2R i BE TR 25 2 e
HHPREZR 253 F1F HSP (heat shock protein),
W HYK 7 & H, A4~ chaperoninlO, chaper-
onin60, HSP70 %Al HSP9O %™, T 3k45 15 %%
— NS B A A0 L G2 HE R SO A O )BT ik
BRI, HU SEPHEE T8 N B 40 5 N sV E S 22
5AIAHY cDNA JHICIE, KM cDNA I SCJE
ORI IA LIRS Fr Brdb T el . D, AR
J5i5 GenBank 1) NR Z#&)% (https://blast.ncbi.nlm.
nih.gov/Blast.cgi?’PROGRAM=blastn&PAGE TYP
E=BlastSearch&LINK LOC=blasthome) #f rJiEl:
Foxf, S5 ERER LA Fr Be SS9 HIRRL. /)
Bl AR E 10 (chaperonin 10, CPN10)
BEPA s BE R, DR HE BT B PR S — N e d

B S HE T RN AHSCHE A,

W 4N 4 R85 35 48 &2 (Banna mini-pig inbred li-
ne, BMI) 7E 2005 4F 4 % e Ayt 5 B A K AR FL
KAWL R, HMEES/N, B—H,
ARSI P HERG T . — B0tk SRR R PR
BEARIE, FERS B ARk 2l ik S5 SE AR AR % A PRI
B AR, KRTERE—NFFaE
B A8 e B AUACY . CPN10 /R AR — N S3Fh
B R HE R ROV RS, R TR
B ANBEAEAT B BMI Rt rasy, H
F£ BMI i BRI 4540 . DORBIS DL ANTE2E .
M, AHFSTE % BMI CPN10 CDS X %41 (1) 5
W&, W45~ BMIL CPNIO B JE R 4540 5 il 44
# CPNI10 Y5 pEGFP-C1 () B % il & 32 38 AR it
7 240 B 2 57 2R 3K 43 B 5 >R FH 26 5E 7 PCR
FARAIHHAE BMI 27 SARFEHSUF TS ; it
AW B2 FURAYZER, LI CPNT0 %
PR 76 S5 P 2 B RS A8 HE R RN 1 ) R T 5% 4 A1t
2%,
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1 MR57HZ%

1.1 lBeek

RN LRSS 3 58 R HS 0 413 F1 0 847 5 H
(RIS, BEaREC . . M. il
B OERE. Mg LA MR, B, F
L. . FREB. B, S K. /D
Wi, B, KBk, 5. &, BRI, Bk
PR OB AL, BRI A 27 N H LA
o, ARG B T80 C BARIRVKARRAT o
1.2 & RNA $REUFIZS 1 8% cDNA &%

M BMI 27 4~ 8 24 41U $2 HUE RNA, H
BioPhotometer #% R85 11 5 A A 7k B2 FN 2 BE 1)
eI LTRSS E , R GA% AR il Y B RNA i ok
J7 cDNA % 1 4%,

1.3 Wit IE R PCR 514

% 8 GenBank % CPNI0 mRNA J¥ %1 (AY-
271355), F|JH| Premier 6.0 Fl Oligo 7 4k 14 1% it
4 MRS S1Y, 51T E . PR RN R S
B 1.

1.4 PCR 34 J =4k il

PCR #"#1A & 25 uL: ddH,O 17.04 pL. 10x
Ex Tag buffer 2.5 uL, dNTPs (2.5 mmol/L) 2 uL, 7|
¥ F/R, (10 umol/L) 4% 0.6 uL . cDNA #ff (50 ng/
ulL) 2 uL. Ex Taq AT (5U/uL) 0.26 uL, PCR iz
PR E . Wt (94 °C, 5 min); 7Z8PE (94 °C,
30s), Bk (55 °C, 30s), #EfH (72 °C, 2 min),
35 G ; JSEEMR (72 °C, 10 min), PCR =¥
1 2% B e A T R TR
1.5 BMI CPN10 [ 7a

H i R B i glifb )5 5 5 B 84k pMDI18-T
BT DN Y, Y 16 C . ¥
B . Z AN KR HOE OR TR . Bk

WPH MBI Y%, 37 °C 200 v/min R %337, 16 h
JaLh 0.2 uL WA, HE1TIRM PCR 5E, 2%
BNV S HhL R I 235 % o W 6 2 Ay P A 1) TR VR
HEATIFHINE o RO 725 S TC 5878 1) R T B
GigdE iy s

1.6 FEAZEHEXER A

FIFH Fy/R; 73 CPN10, FH EcoR 1 Fl BamH 1
[ XU ) CPN10 5#4& pEGFP-C1, HLUKJF IR
BT 16 C i RGER:, #98 pEGFP-C1-CPN10
HRIBEAR, YRR 1.5, LK PCR EE
SRy BEA: B BRI 6 I
1.7 PKI15 a7 & CPN10 V40 & fir
1.7.1 40 5

I R AF I PKAS 4, 37 C iVl i ke
55 5% BRmiRA), B0 Smin, 3B A 15%
UMRR SR, AT HHETE, H % 25 mL (9k;
FMH, BT 37 °C. 5% CO, HEF4E G5, 24h
JE R . BERR 12 h A A KA L, M HA K
X RI (RE AR 1A 80%~90%) I #E1714%
REEF
1.7.2 BARE 3%

B AL 1S40 M PBS vl , BTN AL 1~
3min, MAIREETY . WEERASHZEHEL, &
O Smin, FF LW, A 10% 55371, WITETT
JEHERZE 24 25 mL (OSSR, SERL 1 IRABAR,
PAFIFER) A B AT 6 fLiR %55,

1.7.3 Bge. Gefn K%

YA A F 30%~40% I A AT TR Yy, ¥
BMI pEGFP-C1-CPN10 B A% 3% 35 5 41 Ji b DL K
pEGFP-C1 75 JFhi 4l 4 PK1S 4if, Rl A
L) PKS 25 4 FNFE 4 T BGFP-C1 25 8K
PK15 AiEfE Rz XTI, ARfLAnfaH A 500 uL
BO il b B i e, RS G B TR TR

%1 PCR3|4Y
Tab. 1 List of PCR primers
51914 FK primer name 51¥F7 %) (5'—3") primer sequences FEPIK /N bp product size FHi%& usage

CPNI10-F, CATGGCAGGACAAGCATTTA

343 JF %1 7L F% sequence cloning
CPNI10-R, GCTTCATGTGATGCCATTAGAC
CPNI0-F, CGTAGTAGCTGTTGGATCAGG s

167 W E & qPCR
CPNI10-R, CGTATTTTCCAAGAATGTCACC
CPNI10-F, CCGGAATTCATGGCAGGACAAGCATTTAG N

326 H A% FKIX eukaryotic expression
CPNI10-R; CGGGATCCTCAGTCTACGTATTTTCCAAG
GAPDH-F CCTTCATTGACCTCCACTACATGGT .

183 P2 internal reference

GAPDH-R

CCACAACATACGTAGCACCAGCATC
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$34%

3%, 6 h 5 R 10% Johid: 00 40 B 75,
Uk S 8557 18~48 h 5 76 5 & 2¢Ot W fUsE T Al
SO, B YY) M OEE RBE, S
Mito Tracker F11 Hoechst 33342 4351 %f 4 Jitd ) £ %7
RN MAZ AT e, TR R B 5O 0 S L
FEIRAEEUE, i B I8 FAE 40 M P9 1
1.8 ZHLRIEHHT

MRS H9 BMI CPN10 JEHFES), %1t qP-
CR FE525 ¥ Fy/R,, 1ML GAPDH NINSHEH, &%
5519 GAPDH-F/GAPDH-R, JH qPCR 77 %
5341 BMI 27 AHE 20 CPN10 HEF Y mRNA
Ko PHEAZ 20 uL: TG RNAase ddH,0 6.4 pL
2xSYBR Green 10 uL. 514 Fo/R, (10 pmol/L) 45
0.8 uL. cDNA MM 2 uL, s fTFEF . it
(95 °C, 2min); &P (95 °C, 155s), Bk (60 C,
15s); ZEfH (72 °C, 20's), 35 KAEFF, HIEEA
HE 3K, [FREEBAE R NTC, $ass R
MR FH 22403437 o
1.9 EVME RS

FIF DNAStar #4347 7 51 41 %¢ . CDS il
W 2R P S0 HE S S0 2R A i (Mw) Fil
5L (pl); CPNI10 25 IR PRSF A AR I 5
BRI . AR IK . G AR = A5 A A Al
CDART ., TMHMM , SignalP4.1 , SOPMA F1SWISS-
MODEL HE£7 i . M NCBI BLASTP 75 %] & i
(Rattus norvegicus, AAB27570). HF4E4F (wild yak,
ELR57183). /MKl (mouse, NP_032329) A1 K Ji 4
(gorilla, XP_004058028) ) CPN10 & (¥ 51, #
FHl DNAStar {4 i) MegAlign #2 ¥ fil Clustal X
A5 BMI CPN10 & H 741 (AIS36195.1) HEAT
[ X

2 RS0

2.1 CPNI0 #:[K PCR ¥ 25 3

L BMI ik 45 B RNA SU5E SRS A0S 1 4
cDNA WM, FIHFEF5149 F /R, #£4T RT-PCR,
FL K25 S LI 1, X PCR P24 IR o 6 i 2 X
(A FEPE R TN, 354% BMI CPN10 Y mRNA
FEFIK 343 bp, T3E3E GenBank, &5 H: KM
098149,
2.2 EA%RIE FOW A0 e r

L5 Y F3/Ry DN BMI I HIE cDNA £ A HH 3§

4 CPN10 BEMERGEIP, 1530 BoR/IN 326 bp
(1 2). CPNIO Y34 ¥ 56145 5 4 At X 309 bp
HIPR SN EcoR 1 . BamH 1 BV 25 UL K AR
a1 D R ol BRI RTA S S N 1 L3
Peplyy . SORAARTNANBAL L oS AR SL SR, RS
LROTOCRIN B E H A E H CPN10 £ 2 AR 40
fffirh gk (181 3), ifid PSORT Il server X CPN10
HEH AT WA ME AT, ZR BN 47.8% &
PITEANMITT, 26.1% & FELMiA, Pk Pl 2%
REHRELR -2

M 1

bp
2000
1000
750
500

343 bp
250

100

. M. DNA AR 23 5 5t ik 5 1 DL2000; 1. 514 Fy/Ry &7 3 1Y
PCR /¥,
Note: M. Marker-DL2000; 1. PCR product amplified by primers F,/R;.

1 CPNI0 #E PCR 4R
Fig. 1 The PCR result of CPNI10

M 1

bp

2 000

1000
750
500

<«—326bp
250

100

. M. DNA A XF 43 T 2 & A5 i DL2000; 1. 514 FyR; &7 8 1
PCR 7=,

Note: M. Marker-DL2000; 1. PCR product amplified by primers F3/R;.

2 BMI CPN10 Et%315 PCR =4 kAR

Fig. 2 The agarose gel electrophoresis result of eukaryocyte
expression PCR products of BMI CPN10

23 ZHATNERE ST

CPN10 FEPE e kb Rk e, AR E &
FHABHL (P<0.01)(E 4), 1EAFFIE L R4
FRE R EEIL M. TR E. EL E
B HUIRAR . /NI, WRELES . N, AEAEAR
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FN
2. BEsE . mBHARIERESFH S b h R AP IUERSE (B L. F R
(MR EMR), R, Ml F IR, Bl Bl WEHLUPRBNES (2.

H: a) SHETHEEA; b) Hoechst33342 MM YL (S ; ¢) Mito Tracker X LRAIIRMYLE; d) LRETOEEASAZNEMN; o EISEEAS
LRI D SEIOCEN . QLR RSN,

Note: a) green fluorescent protein; b) nucleus staining by Hoechst33342; ¢) mitochondria staining by Mito Tracker; d) superposition of green fluorescent
protein with nucleus; e) superposition of green fluorescent protein with mitochondria; f) superposition of green fluorescent protein, nucleus and mitochon-
dria.

3 pEGFP-C1-CPN10 E40FAKITE PK15 4AE I £8P0 E (i
Fig. 3 Subcellular localization of pEGFP-C1-CPNI0 recombinant plasmids in PK15 cell

—_ [\] (3] W
w S (Y (=]
1

CPN10 BT GAPDHIN KK
expression level of CPN10 relative of GAPDH
S

tissues

4 BMI CPN10 £ 27 MALH mRNA Rikik
Fig. 4 The mRNA expression profile 27 tissues of BMI CPN10 gene

2.4 EUME R 309 bp YT 5 S2HE AT 34 bp (9 S'UTR 1 3'UTR
2.4.1 CPNI10 R 75 Hgntd s FE R JFA, i 102 PN HEIR (B 5). Al

RISHY BMI CPN10 JER T8I 343 bp, U7 10.93 ku, 550 8.89, TfESAK, TCESARZER,
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1 ATGGCAGGACAAGCATTTAGAAAGTTTCTTCCTCTCTTTGATCGAGTATTAGTTGAAAGAAGTGCAGCTGAAACGGTA 78
1 M A GQAFRIKFLPLTFDRVYVLVYERTSAAETV] 2
79 ACCAAAGGAGGCATTATGCTTCCAGAAAAATCTCAAGGAAAAGTATTGCAAGCAACCGTAGTAGCTGTTGGATCAGGC 156
27 [T K G G 1 M L P E K S QGKVLQATVVAVGS G] s
157 TCCAAAGGAAAGGGTGGAGAGATTCAACCAGTTAGTGTCAAAGTTGGAGATAAAGTTCTTCTGCCAGAATATGGAGGC 234
53 [S KGKGGE T QPV SV KVGDKVLLZPETYTGG] 78
235 ACCAAAGTAGTTCTGGATGACAAGGATTATTTCTTATTTAGAGATGGTGACATTCTTGGAAAATACGTAGACTGA 306
79 [T K VVLDDIEKDYFLFRDGDILGEKTY]|VDH* 102

F: ATG WERGHGT; WA LB T IERNRSFEEL: 8~100 AA (CPN10),
Note: ATG. start codon; . stop codon; the conserved domain is boxed: 8-100 AA (CPN10).

&5 BMI CPNI0 EFEGREFHIRES N EEERFS

Fig. 5 The coding sequence of BMI CPNI0 gene and its corresponding amino acid sequence

2.4.2 CPNI10 & Al 450

FIH SOPMA 72 5 it iill 1Y) BMI CPN10 2 [
T M, oA o BEUIE 33 AA (29.41%), 4iE
fFEEZERY 34 AA (33.33%), BH:fH 9 AA (8.82%),
TEH A 29 AA (28.43%),

1 15 30

Quy seq.

li isation interf: .
oligmerisation interface mobile Toop

Specific hits
Super  families

2.4.3 CPNI10 & A fR5F 450935,

i1t NCBI JilR45 %% - #9 CDART-BLAST Fitil]
BMI CPN10 £ [ B - 5F 25 ¥ 38 (151 6), Hirp 8~
100 AA J& T CPN10 #B S AR~ 4 ek

60 75 90 102

[ ' ' ' | ' ' ' ' | | ' ' ' | ' ' ' ' | ' ' ' ' | ' ' ' ' | ' ' ' |
MAGUAFRKFLPLFORYLYERS AR ETYTKGGINLPEKSOGK YLOATY YAYGSGEKGKGGET OPY SY KY GOKYLLPEY GG TEMYLDOKDYFLFROGOILGKY YD

roof hairpin

CPN10

CPNI10 superfamily

Bl 6 FMAI BMI CPN10 & A FRIR T L4541
Fig. 6 Predicted conserved domain of BMI CPN10 protein

2.4.4 CPNI10 & A HKHE

FIHT ProtScale 543§ BMI CPN10 24 5: 12
Hi /KM, BMI CPN10 & i KB K {E ol 2.222,
e/ NEKIEA-1.611, Zr5IlAk T2 45 2 HE Al
55 55 (S mAL .
2.4.5 CPNI10 Z MR AL S

FIF] NetPhos 2.0 &7 TN45 2]/ BMI CPN10
AIRBEIRILNL A 54 (K 2),

%2 FUNAY BMI CPN10 SEBRBERILALS
Tab.2 The prediction results of BMI CPN10 phos-

phorylated sites
S BRI LR (A VX!
gene phosphorylated amino acids position score
21 0.723
225 serine 64 0.988
CPNI0 53 0.507
752 threonine 79 0.563
Fi% &R tyrosine 100 0.565

2.4.6 CPNI10 &5 Al =2 451

25, SWISS-MODEL #1714
Bt , 73 BMI CPN10 25 (119 3 73] 102 i %4
JERR, 5N 4pjl.1 B FABUE A 100% (& 7).

&7 BMICPN10 ZEB =KL DR

Fig. 7 The tertiary structure of BMI CPN10 protein
2.4.7 CPNI10 £ A F[FVENE 2 Hr

5 1 BMI CPN10 & B2 5 T o Hfh. K
L (AAB27570). HP4E4F (ELR57183). /ML (NP
032329) FIRFSE (XP_004058028) 24 HL R 7 41 A
RIS 100.0%. 99.0% . 96.1% F1 94.1%,
2.4.8 CPNI10 LhAETM 43 Hr

Hi# 3 Al%0: CPN10 fHATERE R 2 p
R R R A, KRTHET 0334, H
W, TERIE. IR Sk DL A Fe vh 2 $E )
B ME SR 05 0.1, W& T HAMEE, A
W, M AT RE AR RE AR . B IREE 5
WL R E LTI
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%3 BMI CPN10 IhaEFum
Tab. 3 Prediction of CPN10 function in BMI

16842 functional category HEZ probability

R A4 gene ontology category HEZE probability

IR A B amino acid biosynthesis 0.011
4R F A M4 X biosynthesis of cofactors 0.061
AR cell envelope 0.034
AL FE cellular processes 0.110
AR X central intermediary 0.060
At AL energy metabolism =0.334
He 7R AR fatty acid metabolism 0.032
N A FIMEIE purines and pyrimidines 0.090
15 Il ¢ regulatory functions 0.019
52 il F#% 3% replication and transcription 0.113
HH translation 0.116
iz M4 4 transport and binding 0.021

{55 %% 5 signal transducer 0.093
4EFE A structural protein 0.018
#3Z transporter 0.025
2 7J81E ion channel 0.009
PHES 7383 cation channel 0.010
B 1] 4% B3 i1 voltage gated ion channel 0.004
LR L stress response 0.024
4% )X . immune response 0.052
A K F growth factor 0.007
3R transcription regulation 0.029
13 transcription 0.029

3 itig

18 % 1 (chaperonin, CPN) & 4il it 7£ # /K
BE R AW R AN 2 B2 B0 L R SRR AR A
THRE mACRIA N — R . AT ER g S
SR, Bl — SE AR XN E B AR 1 SRR T IE
TS . AT 2R AR . CPN10
SEAE TR 1 R A% AE W) rh R IR s BEORSF R L
RIREE, BRI B-HS5H R 7 A AT Y
10 ku WFEA AL, TE R 1 4B TR ) - SR AR R 2
M, TELRARE A B Sk R AR ke
FEAEM, I B A B R 400 0w B A =
CPNI10 Jj&—Fh 7 b or+-, AT LA 56 R e Flid
NV e, AR PR A R R Y i s b BT
CPN10, JfHHA WA sy il 5 Dipet .

SN PRGN R S A A, A
W5 R HHER B G rh A AR B AR A S0, g ok
2k (4 29¢ Y685 11 (enhanced green fluorescent prote-
in, EGFP) J&Zid N AL A i 2 A8 B 4 (2, 75¢
JEE A, S H NGRS FhR S0 TR AR
AR ) —Fp U, EGFP Wiz I Al S8 BLAE 2 6 2 i
BN EEMER B 5L DR 7R T 20 ) 28 FUE AL
AR T He g B U s i, R
RFE M T A A5kE S H R I RERSE IR . A%
il B F IR AR AT AR 5 L R B B A H SRR Y
EARATE—E, DL AEBIRAIEFRE 1,
A5 FH pEGFP-C1 #2428, 5% pEGFP-Cl-
CPN10 B Fokhizik, EGFP /R CPNI0 78 PK15
Y b A FRIEFUE N E ML iR . CPN10 27

FUIMLT, UERHIZER 5T EAE A R b & T
REVEH . SRR 1 ER SRR AR il Dy by A
¥ BMI CPN10 K& [H Ty e 4 i) i — 20 il 53 25
SEml, AR W AR IR R T 455,

ML) GAPDH B HRIEF NS, RH#
65 1 PCR 23 #fr CPN10 3£ 7E BMI 27 AN ]
HAUP RS . 48R R : BMI CPNI0 mRNA
TER R ek e, TENFANE B ARG Z1h ik i
o CPNI0 KN mRNA 74 4H 4188 B 1A iU 2235
2 S PEMCT e TSN E M Dfe 2 7 280
DA I I A O T CPNI0 Z2 1 415Kk %
SERBFGE, AR NG CPNI0 & e 4 4 41 8%
BRI R TR

IR M EEHE . BRI 8 H  EERE
PEZ—, XTEAFE. KM 28T LS
N R BE R B R 25 R DA AT B4R A Y, X BMI
CPN10 Z AR T AR . B /K HEARRAE 0000 25 51
7~ : CPNI10 Z MR N iy 8 B 10 288 ik 1) it /K e
C v R B B 1y S K M, BEHH CPN10 1Y 24 2
iz C i ¥ ] St (R 7 22 88 M) #3% . BMI
CPNI10 & [ 9 P2 ~F 45 # 3l il 45 2R e W, L
8~100 AA J& T CPN10 BZRIRIRF 451 . Witk
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