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KFEEEH MSAP 55 EEHENR DNA FEU BRI BEE5EE
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(CRFIHIAFEMHFEFIHAARER  RA 610054)
(CHENREARFEDEEEHREAEALRE  BE 625014)

i B KA EcoR 1 Hpa W Msp | REE I B L T HEATABEEANF L MEREYT ¥

5 A M(MSAP) AT R &, A2 Z EH A A FARN T A DNA ¥ BG4 &

P12 3

MSAP 5| 43 AT B 3, AT 2| ¥ E B0 L K 120 4, “CCGG/GGCC™ fir & F L
BB K 20.17%, X3 AARE K E A F B R BT R, RESHT 5 4%
A 7 {00 SR 7 8 DNA 7, 3t BLAST it T SRR B AR B 71 bo 4
WRE ERRFECBHLAEEEPTEERHFR@WI%)FE — 4B FR(2%),%
HMEFF P HAEEMNCPG island” BB FH BN CpC" — B EFRREETER, £l
S b, o BB MSAP $ A 4 B AR 25 41 DNA 25165 46 6 & #08 200 DR ARS 26
41JF 7] “CpG island” 3% B 71 904 R AE A7 2k 4y 76 X AT T 3k

KR AR, RUAE, DNA F 3, FELBURTH 5 A1 (MSAP), CpG &

0 3 &

FMIHE ¥ (epigenetics) £ T8 A DNA JTFI WA
RAZEREEILT , 2 BRI B MU, Xk
70 SCRT B B A 2293 B4R (B I o Bas e &
BRI o R R s 2 T 5T i 2 97T, DNA
HELALRATE DNA HEF R IR ML T W H B
FmEnE 5’ AL E R R, DNA B F LR W
Rl 2o SRk A 1) R Al BIF 5 0 PR R, 5 B IR 3R
R R R E M R R 2H B | g e A
RIEFEZ LY BRETRE Y, R YA RN
1R PR TE BRI

KRB RN DLV AEF T E Y, FE
FHH AR R FP 51 5 B ok 4000 e 19 58 18, 7T DA g
HARESKFEAK KEMHEXKEERFL. HEE

Hi R Ak , 7K RS R 40 v 250 1Y) R WL st 1% 15 R A0 R 15
W E KRB E, XN TOKFERER 4 DNA B R4k
BRI R B F R IR WA E EMZE D,
AWFFEE I RS H 4S8 ( Oryza sativa ssp. japonica )
AR, R EcoR 1 #l Hpa 11 /Msp 1 XUEEY]
FESTIE A T /KA AR R A 1 B A R Y 1 2 5

(methylation-sensitive amplification polymorphism, MSAP)
BRER  FE TP AUKFR DNA B AL A8 i
Fo BEXTEARL A, T %5 E ) BEdE H R AL B i iz
S AT DNA BT BEAL X AH G PR 08 B R TE PR 42 B
i, KRR MR AW IR BB E

1 #MEE 7 &
1.1 ##
BEAE H A (Oijza sativa ssp. japonica cultivar

Nipponbare) B P4 ) 1|4k K24 K RERF G T $244E o
1.2 DNA RE

BEHTEE MOHFPRL, LA 70% CEERFPIEE, BT
MBI E IR LA EE 3%, 10 K5 B4 T DNA 25,
DNA 32 HU T SCHR [ 5 1418
1.3 MSAP &#f

EcoR T 83k KB1MFFHILA Vos 3 N5
B, Hpa Il (Msp 1 VK KB\ W5 LA Xiong ‘%FFU]F?
FIhB . MSAP ST AREEA S I Vos 256V 19"
FrBEK JE 2 2544 (amplified fragment length polymor-
phism, AFLP) J5 {5 I+ 280k, T L SCHR (5 1418

% HARB2 4 (30671136,30730065) , EZK I 5 RLF 54 (20070411158 Fl L FRIF KB AL SR H .
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1.4 HRENLEHASEW. EERUF

E1 % B AR B o A5 AT [BLIC, DAAE R 3EY 51
YIRS AT . PCR =947 [B1 Uk (San-
gon, China) | % $% (TaKaRa, Japan) , %% fb K i #F 1 2%
ML, PRFH M e . 75 Z 46 Invitrogen
/> A] #17 (Invitrogen, America) , J¥ 5115 B % 5% Gen-
Bank N},
1.5 BRENBIHERARFTISH

N Bk A 2 R 410 1 7 R (TRGSP) T #K 7
HE A 275 (Build 4.0) , i 4 BLAST Xt 43
BT, B SR 7K A% B B LA i o s R e B 2 (R 4L )7
F L ek A s B X T s A 4R A 1D, 4377 %oF
5'dERFER VG TR AN AR NS X3 -3E
BRI A B B B 1) g X R A7 93 A5 2 BT MR3E Gene
Ontology (GO) &4t , % DNA H IAL B4 FF 31 3547 2h
HEHEIR .
1.6 FAEXEWHLSNERFT“CpG island” 737 K

i

2853 M B EM EX

(EH: EcoR T + Hpa T AUEGVIALPE;EM: EcoR T + Msp T WEGYIALBE; M A>T Bb5vE; 1-M.EH)

L MSAP £ 5 (157K #5% DNA B Ak A8 40 107 s
s BRE L T Ui 45 1000bp 751, 45K 48 SCik [ 8 1%
“CpG island” I3 3L, 73471 “CpG island” ) 437 4-F1LE
TR FI 1T PCR 53514, 2 B SCER (9] 99
FE: B “ CpG island” KIBHEF TR

2 HEREH

2.1 7k#8 MSAP g9l EifHaiE

2 EE Hpa 11 F1 Msp 1 B9 EE V)AL 23
“CCGG/GGCC” , B & X Mg Y1 {7 &5 DNA J¥ 3 iy H
FE AL BRE A A AR RN, XY L IR R A B S
EcoR T A& 4T AFLP [ B, B —3 34 A7 S AR
F— " (CCGCG/GGCCIPL S, X Hpa Il 55 Msp 1 A
IR R B A =l T S e 2 o S B IR A (A
AR B AN AT B 2 I EAL AL A C: 2 AR AL
(B 1),

f e EH £ E3 M

4

1 KTEEEH DNA FEL L= MSAP f5 4 i

WY R R EEE 25 FEE EHE
PEIFIESR, ¥ Y 12 %) MSAP 5|14 & , 147~
A 595 ZRIEMTAT B H AT & 1Y DNA 4531, P35t
Sy ARG 49.58 &, FEETRY WAL A, K
T2 BB AL 120 1M(20.17%) o oy, & ek
il 63 1~ (10.59%); - B FE AL A h 57 4
(9.58%)

2.2 DNA HEHAEMHAEIFTISH

Xt 85 1 55 4% B B AL B i AL 2 AT A b
BLAST Hxt 43 87, 5 LR i 2K #F ZE H 4 7 51 |
KRR RIL, 55 5 AL B )7 51 BN/ A Tk
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12 &gtk b, B KBRERNATEEZH
DNA HEABHINS . #HE— M4 # & B, DNA H
FALBOL o A XIS L FEAL Y, 48 K 25T
FABINL AL T AR BT (51/55) (& 1),
W FERE)F 51 1 E AL B A GFF 4% i 17
i), 52 H AR 3 R 7 51 S oA X B 4 A AR B
SYBTES SRR, P R B AL S e K R D R R
[ X3 A1 4 A 25 SRk, Eodh g 3l 7 X 43 A A
B (47%) , KR A —INBF X (22%) , T FESEH
FQ2%)F(9%) I HERIER RN TR (7%) 3
AR BRIAR, 53 SN 13 % [ T A AL 1 40 A 5 T B S



ik B KTEZEEA MSAP R LU TEIEE J2 DNA B AL A i B S % E

F1 KBEEZADNA REMASHLENF RIEXTER

HHH RN

521 EfH FERALR TheeE R

RMS-01 12 21703137 21703337 1.0E-110 0s12¢0539333 conserved hypothetical protein.

RMS-02 3 18215515 18215795 1.0E-157 0s03g0422200  conserved hypothetical protein.

RMS-03 3 36641351 36641535 1.0E-100 0s03g0850400 similar to aspartate kinase precursor

RMS-04 12 15118871 15118970 5.0E-50 0s12g0444500  conserved hypothetical protein.

RMS-05 10 18415513 18416001 0.0 0s10g0478100 et shock protein Dna, N-terminal domain
containing protein.

RMS-06 6 23715437 23715734 1.0E-163 0s060585200 conserved hypothetical protein.

RMS-07 7 19424604 19424843  1.0E-133  0s07g0499300  hypothetical protein.

RMS-08 3 2376499 2376624 2.0E-65 050320143300 similar to Cysteine-tRNA ligase.

RMS-09 2 32032208 32032414 1.0E-113 050220743200 conserved hypothetical protein.
similar to Ser/Thr specific protein phosphatase

RMS-10 2 6998623 6998832 1.0E-115 0s02¢0224200 JA B latory subinit beta isoform.

RMS-11 4 18479920 18480035 4.0E-59 050420377600 similar to TBC1 domain family member 13.

RMS-12 5 13280426 13289905 0.0 0s0520298200 ankyrin repeat containing protein.

RMS-13 4 14995264 14995503 1.0E-131 05040323500  conserved hypothetical protein.

RMS-14 11 22666284 22666424 6.0E-72 05110559533 non-protein coding transcript, putative npRNA

RMS-15 12 12698681 12698854  6.0E94  Os12g0411700 siii:mpom related domain containing

RMS-16 2 3707424 3707633 1.0E-115  Os02¢0168600 ;ﬁz‘: tumour, - otubain domain containing

RMS-17 8 16668755 16668893  4.0E-73 0s08g0350300  CSterase lipase/thioesterase domain contain-
ing protein

RMS-18 3 17765977 17766287  1.0E-170  0s03g0413400  glycosyl transferase, family 8 protein.

RMS-19 9 5262950 5263186 1.0E-131 No significant hit available

RMS-20 9 17354426 17354583 2.0E-84 0s090447100 conserved hypothetical protein.

RMS-21 2 33284743 33284936 1.0E-103 0s020768800 non-protein coding transcript.

RMS-22 5 330880 3321087  1.0E112 0050157100 VA polymerase Rpb7, N-terminal domain
containing protein.

RMS-23 8 16668755 16668893  4.0E-73 0s08g0350300  Cstorase lipase/thioesterase domain contain-
ing protein.

RMS-24 5 26179387 26179763 0.0 Os0sgs24500 P kinase-like domain containing pro-

RMS-25 4 3972364 3972695 0.0 No significant hit available

RMS-26 1 MI5041 4415295 1.0E142  O0lg0ig3z00  Cndonuclease/exonuclease/phosphatase - do-
main containing protein.

RMS-27 9 15665806 15666151 0.0 050920418000 protein kinase-like domain containing protein.

RMS-28 6 8234427 8234708 1.0E-158 0060257450 ribonucleotide reductase family protein.

RMS-29 1 44745783 44746241 0.0 0s01g0972900 similar to Clone ZZD405 mRNA sequence.

RMS-30 4 24466567 24466590 0.098 0s(4g0481100 similar to Seed imbibition protein.

RMS-31 5 17967071 17967340 1.0E-151 0s05¢0372800 cyclin-like F-box domain containing protein.

RMS-32 4 18479920 18480035 9.0E-57 050420377600 similar to TBC1 domain family member 13.

RMS.33 6 6431860 6482310 0.0 290620225200 Imtochodna.l transcription termination factor-
related family

RMS-34 1 12264422 12264726 1.0E-164 05010319000 similar to Pectin acetylesterase.

RMS-35 7 27739707 27739973 1.0E-149 0s0720648100 non-protein coding transcript.

RMS-36 8 27677104 27677593 0.0 0s0820550100 similar to 26S proteasome subunit RPN3a.
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RMS-37 11 16577653 16578036 0.0
RMS-38 4 15654812 15655168 0.0
RMS-39 7 29917530 29917865 0.0
RMS-40 4 11535266 11535580 1.0E-173
RMS-41 4 6592945 6593355 0.0
RMS-42 9 5290450 5290726 1.0E-148
RMS-43 7 8673022 8673287 1.0E-148
RMS-44 9 4088119 4088413 1.0E-166
RMS-45 10 11657429 11657790 0.0
RMS-46 5 26179387 26179763 0.0
RMS-47 11 26776382 26776538 8.0E-84
RMS-48 8 6355827 6356021 1.0E-106
RMS-49 2 34356324 34356521 1.0E-103
RMS-50 2 4696337 4696624 1.0E-159
RMS-51 4 1317697 1318004 1.0E-173
RMS-52 7 23351250 23351720 0.0
RMS-53 12 22232991 22233348 0.0
RMS-54 1 37542825 37543223 0.0
RMS-55 10 18806783 18806991 1.0E-114

(8R 1)
08110445300 protein kinase-like domain containing pro-
tein.
0s04g0334700  peptidase Al, pepsin family protein.
0s07g0688300  similar to Importin alpha 1.
05040273600 non-protein coding transcript.
0s0420196600 unknown function DUF563 family protein.
No significant hit available
No significant hit available
050920246700  conserved hypothetical protein.
0s10g0365200 non-protein coding transcript.
050560524500 protein kinase-like domain containing pro-
tein.
05110633800 cyclin-like F-box domain containing protein.
050820208700 similar to Transposase .
0s02g0787600  ionotropic glutamate receptor family protein.
050260184200 inorganic H + pyrophosphatase family pro-
tein.
012 leflc-me rich .Iepeat, N-terminal domain con-
taining protein.
similar to Peptidyl-prolyl cis-trans isomerase
0s07g0565600 TLP38, chloroplast precursor.
non-protein  coding  transcript, putative
05120545600 npRNA.
050120835000  conserved hypothetical protein.
05100485300 conserved hypothetical protein.

RN X (B 2), BBt Al WL, KAEZE R 4
A S EREPF TR TS ST
X, X5 2L sh P o A A — 2

hotin gene o

2 JKIBEFEZE DNA AELEHASSH

M JE Rice Annotation Project MEE,51 %5
MSAP A6t AP A A8 57 s R <08 B9 7K e 28 BRI 1
OB Y RS A R DR E N fF 5%
B ERFEENR 9N GOSN (E 3), HRER
YL, K FESE IR 4+ DNA B 21k 180 % A 2 T B
FRI RIS Sh, AT BB S S AHCH RIS EE
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geneexprassion  nurgpencompound

" migtabolic process

macromolecule
metabolic process

. transport

i nitrogen compound metabolic process
i % of fncalizath

s cellular metabolic process

# cell communication # iosynthetic process

. macromolecule metabolic process i primary metabaolicprocess
i gane expression

3 KIBEFEH DNA BHEL S S8
HEE GOEBT AL

2.3 “CpG” _#=HERD L5 #T 5 MS-PCR I

# 2 Gardiner-Garden F Frommer' 8! % “ CpG is-
land” {5 S, B E“CC” & & =50% , “CpG” L br/#i
B >0.60, “CpG island” K B = 200bp, [8] f% = 100bp
B, 76 42 47K RS DNA B AR A7 i A 246
58 AN EH LA “ CpG island” FHAE B X8, Hod “GC”
EE.CpGC” L Fr/BiE{E . “ CpG island” K & & R H
351K 66.3% .1.529.1758bp(F 2)



ik B KTEZEEA MSAP R LU TEIEE J2 DNA B AL A i B S % E

%2 KBEEE DNA BEXEHAAMER 5 CpG island Fll 2 R
ol mm s coe) IR pe mn mm mm oq(e) GCER g

Ve GL:Uc Ve GL:Vic
RMS-01 1007 1256  50.0 1.359 250 1 492 60.8  0.977 492
RMS-02 - - - - - RMS-29 101 1446 50.0  0.638 256
RMS-03 23 1006 63.1 1.042 984 RMS-30 - - - - -
19 1076 46.6  0.783 1058 26 914 52.2 0.89 889
RMS04 1608 2001 66.3 1.223 374 RMS-31 915 1263  50.7  0.656 349
RMS-05 - - - - - 1733 2001  52.4  0.932 269
RMS-06 1 1186  53.9 1.104 1186 RMS-32 1327 1756 50.7  0.618 430
RMS-07 833 1072 50.0 1.149 240 RMS-33 335 1726  59.4  0.994 1392
RMS-08 - - - - - 1 1050 59.1 1.141 1050
RMS-09 596 2001  54.2 1.417 1409 RMS-34 263 1806 45.8  0.877 544
RMS-10 - - - - - RMS-35 - - - -
RMS-11 1327 1756  50.7  0.618 430 RMS-36 617 876 50.80  0.722 260
e D7 46 500 08 220 RMS-37 1565 2001 56.30  0.838 437
694 1527 52.8  0.758 834 374 579 50.00 0.729 206
RMS-13 840 1866  50.1 1.05 1027 RMS-38 s 1902 5130 0.75 78S
RMS-14 960 1149  50.0 0.95 190 RMS-39 - - - - -
RMS-15 1 1758  52.6 1.065 1758 RMS40 1230 1674 51.50  0.982 445
RMS-16 - - - - - RMS-41 1317 2001 51.10  0.783 685
ey B0 P50 50 076 261 RMS-42 - - - - -
1469 2001  62.9 1.231 533 RMS-43 - - - - -
RMS-18 - - - - - 828 1515 443  0.931 688
468 715  50.0  0.774 248 RMS-44 a0 197 500 o0.854 208
RMS19 o1 1396 50.0 1.03 306 RMS-45 1 1309 57.1 0.846 1309
465 995  41.2 1.529 531 6 377 50.3 0.64 372
RMS-20 RMS-46
1376 2001  62.3 1.037 626 1079 1796  56.7  0.671 718
RMS-21 1513 2001  55.6 1.2 489 RMS-47 1 840  63.3 1.104 840
RMS-22 192 515 50.0  0.865 324 RMS-48 - - - - -
ey B P50 50 076 261 M4 1 263 51.7 1.195 263
1469 2001  62.9 1.231 533 533 1166 58.4 1.196 634
— 6 377 50.3 0.64 37 RMS-50 - - - - -
1079 179  56.7  0.671 718 RMS-51 - - - - -
1 616 50.0  0.827 616 RMS-52 854 1133 50.0  0.753 280
RMS25 011 93 443 0.6 583 RMS-53 864 1165  50.0 1.062 302
RMS-26 1 1210 65.2 1.153 1210 RMS-54 - - - - -
RMS-27 1 352 51.4  0.695 352 RMS-55 - - - - -

RMS-28 756 1490 52.4 0.803 735

IR A ARTE T B CpG island” K X RHTETI X BN “CpGC” B HRRAFTE M 2
i PCR 5%, DL McrBC BEVI/KFEHE DNA, 3547 DNA HIEABHELR , BV A6 00 Y 26 AL A8 4t o2 5 M)
PCRYEBUETM LS R . 4R E7R, MerBC BEVIIR RIFFIPHSATERE T RAB U “CpC” —BH
TP R TR RS A AT -, BREESH“CpG island” XK (& 4) o

RMS-01 RMS-03 RMS-04 RMS-06 RMS-07 RMS-09 RMS-13 RMS-14 RMS-19 RMS.25

T T T e o

RMS-28 RMS-31 RMS-33 RMS-38 RMS-40 RMS-45 RMS-46 RMS-49
£ T e I o e e e

4 DNA HELEMHA SN ERFFI“CpG island”#&7 ( — : Tt McrBC ®3; + : McrBC 1] )




FHAREIR 200049 H $£19% F9

3 4T %

3.1 MSAP #E/KEBEREH DNA RENLEIFAL R
AR

MSAP J& Lk AFLP BoAR Jg A, F I [7] — B )
PHINL R (“CCCG/GGCC™) Hh M s Wi FH 5 A 18 1
AR — X [F124E8 ( Hpa 1 . Msp 1 ) {0 AFLP
W Mse I, &9 ¥4 B REABERESSEET.
MSAP fiT#% DNA & /b, BURME R, B AL 2, B E
A EE MR, BT 2R R AKOT I AN
SSERAHT . HAT, MSAP #Z BLH T /D!
Fagt JokE kA R mR %L
MY R WB G FEB T . TEMYBFFEH MSAP X
THEFEH DNA I EAR A 4.7% ~ 45% Z 1],
X T A )49 22k R £ i) R A A8 1 7K S ) 22 5
P34 ARSCE LA R RS A S,
AT T IEMT B BIZK RS MSAP F8 80 (& 1), K i
B 3L 4k 8 1 AL 5 120 4, T 34k 18 16 HL B R
20.17% ,iIX B Z X KRG Oryza sativa ssp. indi-
ca B tHEG P M , X FFE B T 2 FH 4 7E DNA &
T2 T R 22 R 50, i MSAP BRE TR
AU B AN ] ) — S 2 S4B (3% 38 1 1 Hpa
LA Msp T ) 34T H SAb07 s, IRk S REAG HY %
A F“CCCG/GCCC™ P i iy EAL B B & , T AS RE
XoF AV s ASI ) B B AR AB M A AT R H DT 3 R 46
S H R ) — B K. B %A S AT CpG”
TRFREEX N, MEYF R REREE
WX IR, BB 1 2 30BF 52 2 WA R CCGG/ GGCC o A,
F) B ALAB i 2R RE S 72 UL I R 26 F 4 R 2 fb 18
HiZk L1021 B F | g Bk, B R E
BYETR GG VG B SR MSAP B ARAK AR =2k
A B A R A B AR T R O R
3.2 KFEEFESH DNA AELEBHHETERENX

DNA AW B4 ) 7 25 B 3R 3 4 1 40
CRRGREELIRPEEEBENED ¥
EL410) Er iR R R, KR 20% ~ 50% HI
WEREAL T HELRS, X REYAREFERKEAT
PR 23, Wi DNA B 3Lk K F 3R IE 3 28k,
BERREERE AWITHREESERT
S Xiao ZS BB S IE B, IR ST SR R &
2 DNA HEMK S5 REHIFRAEFNRERE
BUR H, oI R B R R AR Rk AR, BRI T SR
HEMENEF R, SRR T L TR, Zl-
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berman 2553 %3, IR IT R AL, R/ G A 22 X
R BEFFEAEAR 2 L 9 DNA R 34k, FR SRR
RS ] 55 L3 SR T 1R 285 DDA 26, 00 T 5% me ALk 1 3R
A, BIANZERIREIT ibm 1 ZEARAR A 20 B JE S0 A 45 A
KEEHHEAAKTFRATE , KRB ERRIERBL .
MR AR N FRAEIEIR (TR B LR LU R E
P T LR R Sl

AR TR 7K REEE 45 15.90% ~20.17% B}
WEEIE DT B A A R 2R 5] i3 b B A A8
MR 2 REEOIA N E R BN RAEE X,
BAR BT UESE , A MEFP BT A U SR 4R K
REKEEERES T, KEEREA R B
ESHEASLEDEWSE, Mol R RHARE)
ZASS, TR B (7 B R 2202 s 336 B I 3
DAN HH ZE 4k 18 1 7K SF- 19 24 57 2 7K % A Ay 3 2 1 %
IR o X R BEARAB R LS AT 8 Lo T, KP4
REBNL LT KRS G 22 B [ 3k, A RER 718
Wil B TR E T X (47% ) RS —HN g T i X
(22%) (B 2),X5 Li 2230k 85 4,10 SYeta ikl
FPHN T A — 5. WAAAE B i R oL
RFATIRR ST, R P D A 45 5 1 RS PR
H R LEG WEEFL B LE N N S PR R A5 &
HGEER D, 7m0 LAY R Rz & B
IR N M55 K2 EERERELNT 91 GO
AYERETT (B 3), XMED T EEYRREREN
RIHEMABHAE, SR ENBE T 2R
A2 RK RGBS R 2415 5B A — 3R,
AT DNA H 2 1b 184 % D) 6B 2 IR 2 38 14T R
FRAE K RETE N AR W) 3 W38 15 1610 A 22 2R
(=N
3.3 KBEREARFIFRCpG" B Hm RBEINEE

PL“CpG” R HER Y Mg BE 5" FH B4k AR 1)
DNA FEALBME, 2R MR GBI R FEN T RZ
— , BREZENAY YR, S, AR
REAHILSIYEEAD LR CpC"EET %
R ABAEFE R A RS I, 48 T i & “ CpG” —
B2, Gardiner-Garden Fl Frommer 8! 1 452 H
“CpG &7 (CpG island) I %E 3L, B 5 5T 3R B X £
“CpG B EE M TEREE S FLE B FXE,
W R R RN 392 Bl BRSTIE I, 4%
M) R 20 b [FRE TR =F B R s e P B s 1 R
R, o CpGC” R R R FE M BAGALS, (AXT
“CpC” R H R EE X TEA Y A E A AR T AR
AR BHA B AR KRR, 3o mk



ik B KTEZEEA MSAP R LU TEIEE J2 DNA B AL A i B S % E

FEH B AL 1 (7 A 3R PP AT 0 328 , Rzt 58 ~HL
HLH“CpG island” FFAE Y “CpG” A% H IR UK & 2 70
MR (F2,E 4), GEHKRERUAMENHE(E
2), Al AITE KRB R H gw D 751 53 Ui 3h F & BR—4h
W g X)) FEELLE R 3 “ CpC island” 1
“CpC" —HHBBEEE X, X—LRIFRE 52
X 7K FEFE IR 4 “ CpG” — A% F1 BR 437 R AIE A4 T2 4 A
B2 H SR I “CpC” R R E X
TENETREAPIIWESEHTEF XA
“CpG” B BRIE B E X FEHE F 5] i R —
B RAE—E R BT B 53 AR
FEREAA RS b LW E R, RETHHAN
R AL B R G, FTREZ AN [F] ) DNA H 3 fb% 0
PAEHLE] A — R AR

SE
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Construction of rice genomic methylation-sensitive amplification
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Abstract

In this study, the double digestion of EcoR I and Hpa 11/ Msp 1 was used to construct the high-density rice genomic
methylation-sensitive amplification polymorphism ( MSAP) fingerprint, and the methylated sites were detected at the
whole genome level. By using twelve pairs selective primers, a total of 120 methylated sites were detected, which repre-
sented that the ratio of methylation modification at the  CCGG/GGCC’ site in rice genome was 20.17% . Some of methy-
lated sites were extracted and sequenced. Finally, 55 fragments with methylation modification were characterized and lo-
cated to rice genome sequence data through the basic local alignment search tool (BLAST) . The further sequence analysis
showed that the methylated sites were mainly distributed in the gene promoter region (47% ) and the first extron region
(22%) . The region of CpG rich cluster with typical CpG island sequence features was also detected in the flanking se-
quence of rice methylated sites. Based on these experimental evidences, the effectiveness to isolate rice methylated site
by MSAP and the distribution features of the CpG island-like sequence in rice genome were discussed deeply in the pre-
sent paper.

Key words: Oryza sativa, epigenetic, DNA methylation, methylation-sensitive amplification polymorphism
(MSAP), CpG island
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