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RAPD analysis of genetic diversity of
wild and cultured Hyriopsis cumingii
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Abstract: The genetic diversity of wild and cultured Hyriopsis cumingii was analysed using the random amplified
polymorphism DNA(RAPD) technique. 20 random primers were sieved from 150 random primers, which could
amplify | to 10 fragments individually with the fragment length varying from 500 to 2 000 bp. The intra-
population genetic similarity of wild and cultured Hyriopsis cumingii is 0.787 and 0.833, respectively. It shows
that gene variability in wild population is greater than that in cultured population. The inter-population genetic
distance between wild and cultured Hyriopsis cumingii is 0.054. This means two populations of wild and cultured
Hyriopsis cumingii have close relationship .
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#IZERTRERD KB k- kTS ZRMEN ST, RAPD HAR RIhER THR
#g K W1 M FP B BAS R HE ) 100 K U255 1 , 95 K K% F1 RAPD # AR ST & W3k 10 3 S Fe s Bt ik i
ZEVE BRI MHIT T 7. Andre %% 52 Fl RAPD Hi AR 4 DU# 1T ¥R 42, HEi, A RAPD $%
ARAF K N IR R AE BREVEBT R R P MR WRGE . 7EE S, RAPD H R Fi T %k K W55 35 M 25 19 BF
REHMS!" A5 FIR IR KA FMEBED I (Dreissena polymorpha )2 IBF ST % .

= fA WA ( Hyriopsis cumingii ) BB EH A =R KB IR E BN KD 7= 12 Bk LI K & 5 R 4 4
K. AXR=ZANEE A MBMFRAMBLITT RAPD 47, A FAFERITHBESRHEERF AR
EEEER, U= ANEN R RTERRP TR U RRERRBERIREE.

1 AR5k

1.1 #6Ft 59

BA=ZANERB KIS XS ABEMEE, K 13.5~15.8cm,55H 6.8 ~7.6cm; F2 5 = f L uE
XBUAFAEELBTENXERFERHY,.TK9.5~11.8cm,55H 4.6 ~5.5cm,

E M K.Taq DNA £ R 8 ANTPs MIFEHLS | S HWE LE4 T4A W TR/ A, K ingE X Sangon
AEH= .

1.2 HE

1.2.1 R XFHH DNA PR RER

NEEEHA DNAWBERMER T EFTESES B U (14], BRAHBERKE R 20ng - oL 'HB
W AT RAPD ¥ ¥,
1.2.2 RAPD B E

2% William' V89 R R4k R, #H1T T A F 0 Mg * % BE R 8] BEAR YK BE B0 9 1R 0 , ok & 19 IR R 2%
H#FT T4k M 150 KRFEPLS | P kS 20 ~5189(F% 1),

1 201 EVSI WHOMERFT
Tab.1 Sequence of 20 RAPD primers

primle's%codes Ff:igqf:en;eg ) G+C(%) prirrjx!s%codes F?igéfen;e:: ) G+C(%)
5402 ACAACGCCTC 60 S$223 CTCCCTGCAA 60
$412 GGGACGTTGG 70 5118 GAATCGGCCA 60
S420 AGGTCTTGGG 60 S404 GGCGGTTGTC 70
S218 GATGCCAGAC 60 S414 AGGGTCGTTC 60
S441 GGCACGTAAG 60 S$236 ACACCCCACA 60
S184 CACCCCCTTG 70 $305 CCTTTCCCTC 60
S184 CACCCCCTTG 70 S444 AAGTCCGCTC 60
5222 AGTCACTCCC 60 S$408 TCTGTTCCCC 60
S157 CTACTGCCGT 60 S419 CCTTCAGGCA 60
S146 AAGACCCCTC 60 S240 CAGCATGGTC 60

RAPD )i} 8 &1k 25uL, H $1 4335 10 x PCR Buffer 2.5¢L,2.0 mmol+L~! dNTP,0.2 mmol - L~
Mg?* ,20 ng 5|#,1.5U Taq 8§ ,20 ~ 50 ng DNA Bt . F ddH,0 E & E 25uL,

F PCR ¥ # 4 (Perkin Elmer Thermal Cycler 480) # 1TV ¥R B, BF N 95TZEH 2~ 5min;94T 1
min,36C 1 min,35 ~ 45 P& ;72T 1 min; B J5 72CHEM 7 min;d CRBE XYL, 4 CKBRE,

1.2.3 Bk

KU =Y LL ADNA/Ecorl + Hnd I fE R4 FHic . £ 1. 4% BB E R AT H KB W,
ImageMaster(r) VDS %5M W & EMEHE,
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1.2.4 HELBRSH

HEIM T FOALHATRIN, BICH 1, TiCH 0. £ Lynch!™ 7 ¥ H 8 i BEAR 00 7 BOF
feBER . MEBRAAMARR:S,, =2n,/ (n,+n,) K, 0, MK Hly HERHT R, 0, Mo 2
BN A x Fy PSR ARDL R S SR AN BB & AR B . BRI R
Sy=1+8";-0.5(8,+8),H A S, f1s, 7B B MR ABOUREE, S Bk iy ZEH

DL R U R R E . BEEERIZER D ;= - La(S”,//SS; )o

] 1 2 3 4 5 6 M
5149 5236 (primer 5236)

A1

] 1t 2 3 4 5 6 ]
3149 S305 (primer S305)

= FiL s RAPD I % R 3k B %

Fig.1 RAPD bands of H. cumingii
M:ADNA / EcoR1+ Hindlll, 1 ~3: B4 ZMHAAE 4~6: FH MWL
1~3: wild H. cumingii; 4~ 6: cultured H. cumingii

2 #iR

SCE A 150 KEENLT | P X AN [E BER B = fa 8, 47 RAPD 204, BRIk th 20 %5199, 0 BIfED
W 1~10 /R, KEKRKEHTF500~2000 bp ZlH ., FHENSIPYH1~7 &, B 135 RAPD
kg . R H514 S236 RAPD ¥ @i yk B3, T Bl A 514 S305 RAPD ¥ 14 s ik B3

B 20 1SR R Bk SSRGS A L 18 8 = A R R B AR F3R T B 4 P R AR TR A AR 0L R BOR Y
REAE X EF IR (X 2) . BFA =AW ASEHE = AW EL RS 510 0.787 1 0.833, BoR
FIAMBNERARKENTREFEMBEA, BFA=ANENGMA = A WEREBEER Y 0.054,

220 = £ LR B AR N SR S AR RE R 6 B LA,
3 itig

F1Hm20 15| WEERH 1~10KHEH
piE, 228, B R34 S236 F1 S305 MY
WY AR AE XA REEW ARSI Y1
HE R BAR, 58 S236 K P 1% A BX 1000bp F1 3|
¥ S305 B U1 A BX 500bp, 1000bp, 1100bp 2 FL
EEN . XUAXAMABEAEERAEH EERES
Fo 3% S236 WY 1§ lr Bx 1480bp, 831bp #1514
S305 H1Y 1% I Bt 700bp MEBKHF W , KU BRR
R & AR ERMAEERERLRASH L
ERARFINHE, XTHEES TRBEIEMELRE
HEAE R, AMERREERRNKH
2.

*2 BHEANBEGCEAURYEER
Btk X R e BE
Tab.2 Intra and inter-population genetic
similarity and genetic distance

CH WH
CH 0.833 0.%46
WH 0.054 0.787

T .CHAFRBEK =AW, WH AL =AW, ALK L
0 30 S RE U P R 0178 20, b R 48 b O O o B O IR DU R B, 3
AT BT R R e

Notes: CH means cultured H. cumingii, WH means wild H.
cumingti, values on the diagonal are intra-population similarity, values
above diagonal are inter-popuiation similarity, values under diagonal are

genetic distance
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EENLHEFERT 4 AR R EBHF O RESHENER B, SERETHAE
P ERERNE S, R RAE, ST G 2 B T A B A B AT 0 A0 A R B ARV S R A, DURIE B
FHE BEH TEFRERAMS RO RERBA, RBEND TR, AKEZEBE, ERBER, AT
BEHFTRERA=BREMR,

RAPD S i G R B/R (K 2), ZAWNEFRBAB AN BWHLURERN 0.833, K FEF ARG HHMARLK
0.787, LEPEF ARG M BRE SHUERNEE , X WA H FHTA TR WS = AR08 E SR
BHRTR. REE, TS ATFBEKENFRESE - EHEEYSHERSFEEAL. TERE"S
SRR NWEAEBRAMSFHEBALITT RAPD /047, RIS HEFAREKNRESHEEE THRABK.
BN ARATREHNENEESER, RXFERENE. T EHTZANENATE
FHE , 57 o8 BEF A= IR0 R A, LUMRIERP BB L R AR .

ZRAMEEFRRE B AEF LR R A AL RN 0.946, BIEBEBE /A 0.054, REF BN XK
RAWEREIE ATFEBENRESHEEFRBERMK. XRBT, TR A =M 05T H B A5
RN F—, RUEREER ERER S, EEESSIX B A MR BHERIT T BIESREH
BR, ANRERABEREIN T RAAREHBESHEUEREAL EATRREAKRRSBE
REFFEREARTL ATSIEEERES MEHEEER, KU EAT=ZANSNERAKS
BRFBEAETP, R T REHANTERAES,, LI = MNENRRERESTREP . BIMHRFRREP
X B AR ik, X xf & A AR R RFEF RN B EROAR B e N AT SBDMHRR
B AR B

iz il RAPD £ AR 4F 47 = Fy WA o B0 BF A BECK RO SR B¥ AR 00 IS S5 W RSB % SRR 1, 1B s R B 4
BEMXPAMHEANBESHEEERARNNAE FEMBSHF - ARARENRE SR LEREE, B
EFMBEFREABERALESHNRESHE, SBRLARI=ZANBEVHMHEST AFHPRR R EER
RO T EIBKIE
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