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BWE AT ANMEREARERAF NI EF I NS AREAT LA L BRI, MET BRE
X EF RE LA 4SO B, X Bk E O 400 ~ 1 000 bp B9 3 395 AN F, ERE R KE
71606711 bp ¥y DNA F 7|, EFFHHEFM28I5 N E W, 2 487 NI EFF, H#
FHRKEENFFINEKEN3.9T%, NEEFFF, U R2bp EERMNFIRERS
(8.62% ) , kAP XA N ELZ LR K, MEWELFH K EMRDP (R=-0.826,P <
0.01), NEEEERMFE N AAEE NS bp EHZ B &) (3.1~47.6),H %K E 10 bp
(2.5~44) , FRE12bp(2.2~28), FHENHRBEHW - MNELZ XA A8 bp EAHM
(13.45),32bp(9.32) F1 7 bp(9.28) ., NLEFFELZ EMNHE M B A LE 2 ~48, £ P 4
FAE2~30, ERAAFENHEHA, HENNEZFI R ERKRNEE, DT EFF F,AT
EEATS0D WFFE66% NTLEAT 2 ES5HEMWFF K E L4 %X(R=0.063,P <
0.05), NEEMEFI M KXA MENITEGCAENAT  HAERMNEFF GC L EX
AARWHAW#EH(R=0.731,P<0.01) , NI EFF 7 &£ 5 L F 3w & 77 6 24 %
THHFE— WX R,
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Analysis of minisatellites in the genome of Marsupenaeus japonicus

LUAN Sheng, KONG Jie, WANG Qin-yin, GAO Huan, WANG Wei-ji, ZHANG Qing-wen
(Key Laboratory for Sustainable Utilization of Marine Fisheries Resources Certificated by the Ministry of Agriculture ,
Yellow Sea Fisheries Research Institute, Chinese Academy of Fishery Sciences, Qingdao 266071 ,China)

Abstract ; In this paper, random genome library of Kuruma prawn Marsupenaeus japonicus was constructed
and the lengths of 3 395 sequenced clones were from 400 bp to 1 000 bp. After the 2 815 sequences being
spliced, 487 minisatellites were screened in the 1 606 711 bp Kuruma prawn genome sequences. Their
cumulative length occupied 3. 79% of the total length of DNA sequences. In the minisatellite sequences,
twelve-nucleotide repeats were the most frequent type, accounting for 8. 62% of the total number of
minisatellites. It showed that the number of sequences decreased with the increase of the length of its repeat
unit (R = -0.826, P<0.01). Eight-nucleotide repeat had the largest range of copy number of repeat unit
(3.1-47.6), the following were ten-nucleotide repeat type (2.5 —44) and twelve-nucleotide (2.2 -28),

respectively. Descending three repeat types in mean copy number of repeat unit were eight-nucleotide repeat
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(13.45), thirty-two-nucleotide (9.32) and seven-nucleotide repeat (9.28), respectively. The range of

copy number of repeat unit varied from 2 to 48, and the copy number mostly ranged from 2 to 30.

Moreover, it was showed that the number of corresponding minisatellites decreased as copy number of repeat

unit increased. Minisatellite was AT-rich sequence because the number of minisatellites whose AT content

was more than 50% occupied 66% of the number of all minisatellites. The correlation between AT content

and the corresponding sequence number was little and not significant (R = 0. 063, P > 0. 05) in

minisatellites. At the same time, GC content of minisatellite increased with the increase of GC content in the

corresponding flanking sequences, which might imply that base composition of the flanking sequence has an

influence on the origin and evolution of minisatellites.

Key words : Marsupenaeus japonicus ; minisatellite ; repeat unit; copy number

/N E (minisatellite) 235 B 7 ~ 100 bp K
MERAMABNWER T, A THRRER S
ALEE B TEAR [FA AR ZE A B R R s -3 B R
NE, B ARy AT B B E R TS
(variable number tandem repeats, VNTRs) o
PEELBE R THERORX, EREEEY
MEZEY A PEA KB 2, D
TE R AL B K B0 8o 240 72 vh 4 &
SIS v~ i TR O N SR 240 -3 SR (I 7S
P fRRI RS AL, AR G B — B A B 3
InEkERR S I DNA 352 MR R,

BT/ E P e A5 H R R R
A B L S, B B AR 5 LA T DNA
TREUETE . BH — /DT ERET R I B
10 ~ 20 MEEEZEBMA, ZBFEREER (0.7 ~
0.9), Jeffreys %' ij F§ AJE/N L 33.6.33. 15
YERET X A#E4T DNA $840 7047, K L H: DNA $5
SENERARER R, SRR E WS
P, B TS E YR B 4 0H T L8 3] T Z B L
Mo DNDEVMEEEN AT MERG 5 REXLR
UTE BRI 5 20 S 5 A IR) 38t 1% oL B
AR GES TSI T H . KA/ E
DNA F5SUETETR , KRR H N B N
%o o O o ARAE B AR S N RS
BIE T B TR R A MR R . KA
YR DNA SEL EE ., A TARE/NIE
BEBRZ  HAa T /D B R RS — kB T
AH33.6 F133.15 BIAMEES . BT
HAL KPP EHABMESR BT ABEDNEE
SR TEREO AT, THME @
AR 33.6 F133. 15 /N R R X RA LT &
[ DNA 580 B 1% 43 A R B, P 340 0 1 30 4%
BHERKT.18, BB,

BT, KA A Y2 R H A X TAE AR R FS
A EXTER CF R SRR T IR
/NI R340 Bat o TAED ™, B A%t
MR ( Marsupenaeus japonicus ) 7 3% E /K 7= 3258 B
AEZEMWA,RREMTEENFEMMPZ—, B
IR TFH/NT B R HI AR F A 4 5 43 1A%
TERBFRIE R ILIRIE . B T/NTIEFIIIE T %
NEERIZH 7 5 47 A B L3t 4% Ak O T Y AR
F L, 7E BRI AE FF B H 248 38 0 MR35 B 40 KA
RGN PR ETER T , 38 % FEALI P 3545 i DNA
FFE /N R EE TS HEAT 40T, WA T R
H A 8%t IR B R 20 /) B2 S35 I 4370 A1, DL
H— TN TR RSB ANE L.
I bR
1.1 #eRiE

HASFEXTHRER B T 75 0l 3k 0 B AR 0K, BURE
BfjE] A 2004 £ 9 A, 2005 4£3 H -2005 4£7 H
e, W HE B E A RS T T F . WEH
2k R EEE I DNA R FE A LTI, &
T RAE B AEWEBE B F Uk [E1 i 400 ~ 1 500 bp 72
AR B, 5 PUCI9 ki E$e , K E 4 DNA #1k
2R AT DHS o o, 1] FH HE 5 PR 8 FHPE o R,
EMEE ST B AR FENTURER A B4 S0 . X LA R
ST R 4 5 R 20 SC PR HEAT W e , $4Rk 45 3 395
> DNA FifEfF3, &3t Seqman I 3K 4317 551
Prae, AIRAR 2 815 ML W TEREFS . B
SLREFFS I BE A 400 ~ 1 00 bp 55, BT Su kg
IS EEA 1606 711 bp,
1.2 NIEEESFINHERERRDETE

i 31 %k {4 Tandem Repeats Finder ( Version
3.21) WP SR R AN BEAT o, RN D E
%1, Tandem Repeats Finder I & S E 0 T .
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alignment parameters ( match, mismatch, indel) =
(2,7,7), minimum alignment score to report
repeat = 50, maximum period size =1 000, | Fj
ALK E HE 1) Excel 758 F X Tandem Repeats
Finder ¥ 28 73 W 85 RFAT AT B . Hl
ERBAN/NDEERZIFIINRER : ERE P+
BEREPMHKETET ~80 bp, BIKE 2 MK 2
MLk,

HT /TR R KRR RKF R AR,
X B AT RS, ERABHIHTEARRA:

C- V(%) =2 x100

He, S A/NBEE N WInEE, x A/NTEF
FI¥E N HF- ¥ H. A5 5 FR B0RT LAYE B B8 AL A
() FHEARMPANBEN TR ESEE L
BRI, BB ELH RN ERREEREAN
TN B F AT R LA
2 R
2.1 MIEBSFIEERAPHS T
TEKEH 1 606 711 bp [ H A% HFHE I 4
JP3 LR T 487 AN DEF L FFLEK
JE A 60 581 bp, 4 EREFNMABHER FHEKE
) 35.8% , 29 S FFH S ER 3.79% , B

45 -
40 +
35 |
S 30
25
20 +

15 ¢

10 ¢
5

ERIFSIMEHE
number of repeat sequences

o
i

¥14 1 000 bp ZHBRFFFEE 37.9 bp /M T
BFF, 4871 NNTDEBEREFSF, Bk
442 MER LR, FH 1.1 NEEFIH e
ER—MEEEE, FAKEEEAMERNE
BRI B AR E A (B 1):Lh12 bp BEE R
PHFFIEBERZ (42 1), /N BERER T A
BB 8.62% ,9 bp ERE HAIRZ (27 A) , LLHi
H5.54% , RABRRINEEEE BN KERN
o, REEFPFIRERK, B FEFEERD
ZHME(R= -0.826, P <0.01), REKEE
AN RBWER T R KEN M RELS F
BB E W AR, 2L 12 bp R AL
FP3H B B i (3 429 bp) ,20 bp R BAIRZ
(2 688 bp) , —F A WAF1ENR B E RARK, ERHE
LEZBHB/IMR=-0.560, P<0.01),
22 PNEEESHUENHSHRTRE
HRAE B S BRI 41 /N T B &R R 512
RIS BAALFE DUEL T35 98 D1 SR 5 DL EGHE
GIHERNFE L, 48T MVNBEEERFYIT,ER
BfE NBEEELL 8 bp EEE NHGEE &, N
3.1~47.6; R E 10 bp BH , HETE 2. 5 ~ 44;
KR 12 bp BE ,VEETFE2.2 ~28, FI¥E I
BN =FPEF XA SN 8 bp EE (13.45),
32 bp A (9.32) F17 bp EH (9.28) ,
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Fig.1 The distributions of repeat sequences composed of different repeat units
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Tab.1 Frequency and distribution of minisatellite repeat types
AN HERER d/NIE ui%ﬂ?é
mgn mek Awe gt SR BEECEEFN wny e opms FRH
MR MR BB ) T Eny kE (%) mam(e) oo B WU
KR no. no. of ° ? ° range of accumulative average °
length of of repeat  mini- of total F (%) sequence of total of total copy copy of copy CV
repeat unit  types satellite no: .0 £ ofno. length lengfh. of length of numbers number numbers of copy
mini-  of tandem mini tandem number
satellite ~ repeats satellite repeat
7 8 8 1.64 0.4624 517 0.85 0.3055 4~22.1 74.20 9.28 66.08
8 17 21 4.31 1.2139 2254 3.72 1.3321 3.1~47.6  282.50 13.45 79.28
9 15 27 5.54 1.5607 1977 3.26 1.1684 2.9~22 221.30 8.20 55.38
10 19 21 4.31 1.2139 1825 3.01 1.0785 2.5~44 185.60 8.84 105.25
11 10 12 2.46 0.6936 614 1.01 0.3629 2.7~9.5 55.90 4.66 50.03
12 35 42 8.62 2.4271 3429 5.66 2.0265 2.2~28 289. 60 6.90 88.31
13 14 15 3.08 0.8671 1046 1.73 0.6182 1.9~19.6 83.10 5.54 106. 80
14 13 13 2.67 0.7514 1164 1.92 0.6879 2.1~16.9 84.70 6.52 81.34
15 23 26 5.34 1.5029 1301 2.15 0.7689 1.9~8.4 86.80 3.34 43.58
16 17 18 3.70 1. 0405 1625 2.68 0.9604 1.9~23 102.40 5.69 112.62
17 14 14 2.87 0.8092 1201 1.98 0.7098 1.9-~24.1 71.30 5.09 141.90
18 16 16 3.29 0.9249 1400 2.31 0.8274 2~11.2 77.60 4.85 51.68
19 10 10 2.05 0.5780 586 0.97 0.3463 1.9~7.7 30.90 3.09 55.50
20 24 24 4.93 1.3873 2688 4.44 1.5886 2~15.9 134.50 5.60 72.09
21 17 18 3.70 1.0405 1531 2.53 0.9048 1.9-~14.9 74.70 4.15 91.77
22 8 8 1.64 0.4624 1192 1.97 0.7045 1.9-~13.5 54.30 6.79 66.55
23 11 12 2.46 0.6936 1391 2.30 0.8221 1.9~16.4 61.20 5.10 84.25
24 19 20 4.11 1.1561 2553 4.21 1.5088 2.1~20.4 105.70 5.29 99.19
25 4 4 0.82 0.2312 586 0.97 0.3463 1.9-~16.4 23.80 5.95 117.30
26 2 2 0.41 0.1156 155 0.26 0.0916 2.5~3.5 6.00 3.00 23.57
27 11 11 2.26 0.6358 2037 3.36 1.2038 2.1~21 75.00 6.82 96.95
28 10 10 2.05 0.5780 1747 2.88 1.0325 2~16.2 62.50 6.25 66.93
29 3 3 0.62 0.1734 181 0.30 0.1070 2.1~2.1 6.30 2.10 0.00
30 8 10 2.05 0.5780 1907 3.15 1.1270 2~19.4 65.30 6.53 104.10
31 10 10 2.05 0.5780 2248 3.7 1.3285 2~17 72.90 7.29 65.86
32 5 6 1.23 0.3468 1778 2.93 1.0508 3.4~17.6 55.90 9.32 68.64
33 10 11 2.26 0.6358 2457 4.06 1.4521 1.9~15.3 74.60 6.78 74.20
34 2 2 0.41 0.1156 213 0.35 0.1259 2.8~3.4 6.20 3.10 13.69
35 4 4 0.82 0.2312 860 1.42 0.5082 3.7~9.5 24.90 6.23 41.05
36 3 4 0.82 0.2312 408 0.67 0.2411 2.1~3.2 11.40 2.85 18.23
37 4 5 1.03 0.2890 645 1.06 0.3812 2~7.7 17.40 3.48 68.19
38 4 5 1.03 0.2890 1003 1.66 0.5928 2.7-~11.6 26.70 5.34 68.65
39 3 3 0.62 0.1734 679 1.12 0.4013 2~13.2 17.40 5.80 110.51
40 5 6 1.23 0.3468 668 1.10 0.3948 1.9~4.5 16.70 2.78 45.07
41 2 2 0.41 0.1156 278 0.46 0.1643 2.2~4.5 6.70 3.35 48.55
42 4 4 0.82 0.2312 359 0.59 0.2122 2~2.5 8.70 2.18 10.86
43 2 2 0.41 0.1156 391 0.65 0.2311 2.9~6.1 9.00 4.50 50.28
44 2 2 0.41 0.1156 397 0. 66 0.2346 4.1~4.9 9.00 4.50 12.57
45 3 3 0.62 0.1734 726 1.20 0.4291 2~11.3 16.30 5.43 93.96
46 3 3 0.62 0.1734 618 1.02 0.3652 2.2~9 13.60 4.53 85.36
48 4 4 0.82 0.2312 890 1.47 0.5260 2.1~6.6 18.60 4.65 46.67
49 1 1 0.21 0.0578 167 0.28 0.0987 3.4~3.4 3.40 3.40
50 4 4 0.82 0.2312 552 0.91 0.3262 2~4.2 11.00 2.75 36.30
51 2 2 0.41 0.1156 222 0.37 0.1312 2.1~2.3 4.40 2.20 6.43
52 1 1 0.21 0.0578 132 0.22 0.0780 2.6~2.6 2.60 2.60
54 1 1 0.21 0.0578 489 0.81 0.2890 9~9 9.00 9.00
56 3 3 0.62 0.1734 987 1.63 0.5833 2~11.8 17.70 5.90 88.09
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BRI
AN HERER AANIE HHE
; & K BRHI N 3
WEN WEK ANTRE n BRE BRI pny ogm opm TR
o By - BEE RFISE B B BKE m m AR5
ikl B¥E HE v i & % %
g (%) Ea KE (%) BAH(%) : FB(%)
iy no. no. of range of accumulative average
s of total [, (%) sequence of total of total CcVv
length of of repeat  mini- copy copy of copy
. . no. of  of no. length  length of length of of copy
repeat unit  types satellite . .. numbers number numbers
mini- of tandem mini tandem number
satellite  repeats satellite repeat
58 3 3 0.62 0.1734 781 1.29 0.4616 2~9.4 13.60 4.53 93.00
59 1 1 0.21 0.0578 118 0.19 0.0697 2~2 2.00 2.00
60 3 3 0.62 0.1734 404 0.67 0.2388 1.9~2.8 6.70 2.23 22.09
61 1 1 0.21 0.0578 140 0.23 0.0827 2.3~2.3 2.30 2.30
62 3 3 0.62 0.1734 1075 1.77 0.6353 3.8~7.4 17.30 5.77 31.61
63 2 2 0.41 0.1156 467 0.77 0.2760 2~5.4 7.40 3.70 64.98
65 1 1 0.21 0.0578 212 0.35 0.1253 3.2~3.2 3.20 3.20
66 4 4 0.82 0.2312 917 1.51 0.5419 2~4.5 14.00 3.50 30.86
67 1 1 0.21 0.0578 234 0.39 0.1383 3.5~3.5 3.50 3.50
68 2 2 0.41 0.1156 422 0.70 0.2494 2.4~3.9 6.30 3.15 33.67
69 4 4 0.82 0.2312 1757 2.90 1.0384 3.2~9.4 25.50 6.38 45.61
70 2 2 0.41 0.1156 340 0.56 0.2009 2.4~2.4 4.80 2.40 0.00
71 1 1 0.21 0.0578 166 0.27 0.0981 2.4~2.4 2.40 2.40
74 1 2 0.41 0.1156 586 0.97 0.3463 4~4 8.00 4.00 0.00
75 2 3 0.62 0.1734 725 1.20 0.4285 1.9~5.8 9.70 3.23 68.76
78 1 1 0.21 0.0578 163 0.27 0.0963 2.1~2.1 2.10 2.10
total 442 487 60581 2898. 10

A S R YR B N (A R R B — Gt
B, AR ARYPOER, XA E R R AL 57 58
Ko MIEAFERBARKERIELE BOH5 N
B A8 S BB T B AR I HT 6 FH2E AL S HI 17 bp
(141.9), 25 bp (117.3), 16 bp (112.62), 39
bp (110.51), 13 bp (106.8), 10 bp (105.25)
(R, GiHRBRERN, EENDLEFIIEL A
A< BE B I, H AR S R BT R B R R B B

160
w 140 |
(]
[&]
g 120}
=
g
o ® 100 |
&
Eg § 80 |
«EMH
HEH"S 60
4]
5 40
E
g 20

0

(R=-0.446, P<0.01), NPEFFIHEER
BRI MBI 2 ~ 48, B h A3 AR TE 2 ~
30, RN[E¥E N EE X M E R 7SR AR
B (B 2) ¥ N E N 3 WEEBAFTAS
WESFFIBE RS (135 4), Rk EE N HE
K4 WEEF(83 1), RINMERE N HB
o, B ETH BN E R T H M E 2380
#(R=-0.806,P<0.01),

T [y PR R IR PRy g PRy s S TN SN N Y Y N SN T M TN PRy S S B Py |
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Fig.2 The numbers of repeat sequences corresponding to the copy numbers of repeat units
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2.3 MNIEESRMUHEEAMHE

HTH—B/NTDEFS] AT S'BE T
FRAE, XA F AT S RERAK/DIEFIIHE
AT TR (B 3) . LLAT §850.4~0.5
BE/NDEFIIBE RS, AL DNIERF
S E ) 20% ;AT 825 0.6 ~0.7 [HK/NIE
FIBBERZ, BT & A 19% . 487 /R TE
JFHIH AT 8 RTF 0.5 KM T EFFIET 5 1)
HBl e 66% , Mtk E—ERE LT EFIIAE
& AT J¥31,

K3 /NEEFF) AT & B AiRHE
Fig.3 The distributing character of
AT content of repeat sequence

2.4 NNIEWEFIISH

Xt/ IR 5 P ) 3R 5 371 4% B 100 /1
AR GC &, [, iR/ EFS GC
i, RIEPITERFS GC HEHAR, X /M
BHFTR, /DI E GC &8 5 HMum R
P51 GC HERBMRXR (E 4). 4REKHN, BEE/D
TEGCHENTIR, HRmMRFS GC & &
RINAWTIE KB EH. GC &y 0.07 B/
TDERFIIHPREMEFS] GC & B FHERK
(0.155) ,GC & & 0. 83 y/hTLE F7 51 H i v
KM 73] GC & BFERK(0.7) , A —F%H
WX P AR RANBEEREMLRLR
(R=0.731, P<0.01) , XE—EBRERRE /D
DRI A5 H PR 75 B 5822 R
HREAE —ERRR,

3 g

3.1 NIDEFIIKS B
TERFEH 1 606 711 bp ¥y H A FEXTHRHE F 4

! 31L&

w (0.8
=]

g 06
=8 0.5

25804

E?fig 0.3
=g 0.2

%ﬁﬁ @ 0.1

i S 0

=) 0.000.17 0.27 0.36 0.39 0.46 0.56 0.73
3

MBAEGCEHE
GC content of minisatellites

K4 NDEFISMEFF] GC & 8K iRHE
Fig.4 The distribution character of GC content
of minisatellite motifs and its the flanking regions

e, IE0mEa T 487 NP EFY] FEHEK
BEN 60 581 bp, £y G EE AN 7 BB EE FFE
KEEW 35.8% , 29 507 5 B KER 3.79% ,
BPSE¥4 1 000 bp ZEHBR)TFIHEE 37.9 bp 1Y
INDEFF, AWrgsRzRN, B ARFEXTHRE FH
FRNEERFIINAHRA RN BENRER, — 2
FEE E B ALK BB, F B B Y E R
W B ERD; 7 — MRS R/NEEFIIER R
MNENFFEEETERENX (2 ~22),MEE
BHNENHES DRI HEGEEDRE
HITRARSE . M2t Xt e XoF B B AL 32 B 2/
PEFIEANMEREZH ERAMKESH
HBEFFIHERAEE AAERX, /DT EFS Fi
P12 bp ER RPN MPIIBE v L EERE
PEARFE D14 (2 ~21) Ju FE N 7 A E RER 43 /b 1
BFH] . M EXERF B AR ARAESEA B[R]
BT — A EE R, XS R —E
BE BRI DEEH L EEAEEMEN—
HE

/NI EREFER NS, B YRR —
AP FIME i, B R BN B R P S A
SR EFE B AR, LR HRY A
IRIE AR, DI RBIRE—ER BN
BRI R i B HA DNA 18305 ZF#F &, Prasad
2130 Bachirog 251 435 % 5 7 F SR 088 4 (R 4
HAT TR B E M, SRR EEER
HAFF GC &M, HMEF GC &
WRIH T+ =B &, X UL P31 A4 5 1m0
B T = A FFE AL R BB —E IR,
RFF GCEER, BAFAEEH GC ERE M
DEMNRERTHMERRE, EHTFX—F
B, B T /N A S R P 5 B B 4
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BHXR, ERERH, BENTE GC 2K FH
=, H A RER P 5] GC & 8 RN AW K
B I H A Z BRI AR B ERIEMHERXER,
/NBEFH WA LH B E BRI T A 2 A
BEM=E,
3.2 NIEESFIIMNHEEARNFFER DNA
BYEENFE

HAZEMIFERFANDE AT 208
B,487 NTDEFFIH, AT S8 KT 0.5 By/h
TEFFFTEHHEIN 66% , FILTE—ERE E
NBEFIINE S AT B3, #—50h/NILE
JFHE S AT WREE, B REE -T2 BN H
AP EFEATI AT SERMEBEBW. £
HABEVLIN P L5 SRR B ARSI EEAE S
AT, H AT 5825 60.63% , ZEHHAKFEK AT
SEHENIEFIIES AT W—HEA . FEXF
IF/NTE RS AT SRAMEREFHELNTE
FHAE & AT B30, ok B 4 ki g — b
ZFH W Theileria parva F 41 Tl BN /D T E
HEL SN E & AT, R, I3,
SRMEYERA L 2N EZENPEREREF
i, ANJE /N B A 3315 W & O 7 5l
AGAGGTGTGGCAGGTGG "'\ KA H EH x
&5 IF (GCTGGTGG) ! | Yefafhvmhi B & 5
3| TTTAGGG"® | Mg A& M13 wf i — /™4 Bt F ok
. DNA #8 S B & X & W &% o F 7
GAGGGTGGCGGTTCT™ & = 1¥ Rk E S GC
WFS), R E & AT JFH RS, ANREFEA
FENDEWE S GC FEFI™, XA RN
BTk FRTEE B N —S R 7 S —1 07
T PR B

LFTK =3/ T ERET I & , A A
BAES AL FEREMEET M3, AR
33.6 #133.15 & JL MR kAT /D B EHEH
T , 3K LR M BT & M W Fp BEAT /N TR 8 U Bl
WEBRARRE, AR M IEFMEE LB T
BRI o HE S BB B A 3 X i 5 R 20 /)
BEANEH AT JF3, N HIEAE B ILAZHE /D
B E B HAT B AZER RN T B3RS B FF & 7T fE
HAGE. FENTHENZETHEDNELEF
H, #47/N B R M R FtE SR S ER .
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