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Abstract:In the present study, microsatellite DNA was isolated and enriched from the genomes of Channa
argus and C. maculate by magnetic beads. Sixty-two pairs of microsatellite primers of C. argus and C. maculate
were designed based on the flanking sequence of the microsatellite loci with software Primer 3.0 or Primer
5.0. Ten primer pairs failed to amplify. Among the 52 primer pairs which could effectively amplify products, 49
universal primer pairs could effectively amplify in F1 generation. Loci CHA16 showed monomorphic in C.
maculate and polymorphic in C. argus and loci CHM23 was opposite. In addition, CHM24 showed monomorphic

in C. argus and failed to show in C. maculae. Moreover, 22 specific loci between C. argus and C. maculate were
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screened out, and 18 specific loci could identify C. argus, C.maculate and the reciprocal hybrids alone

effectively. Combination of the other 4 specific loci also effectively identified C. argus, C. maculate and the

reciprocal hybrids. However, the reciprocal hybrids [ C. argus ( @ ) x C. maculata ( 8), C. maculata ( @ ) x

C. argus () Jcould not be identified in this research.
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[FlJ@ F &7 B ( Perciformes) #2 %} ( Channidae )
8 e S8 ZR 3 Aok SRE 0 R 2 608 25 S B AR A
T B AR R e e
AR, N TR H A T R PN TARDELR 3R
R T 4 85 53 B PRI SR FH D B 5 VR TG 325
T RHR 2l S K IR Y 25 (0] L, 78 R VL = F il 4
X 2 28 AR 8 T R0 1717 ol oy R0 248 v e o
BRI AR, b A2 FLAR REE( @) x
L6 (8 ) T PR Ry b R Ak 8 8 | i R v A AL
B TE v FE R £ 2 R A v R Y L R BOR B
K

TEZARACHAP AL E T, E B | EZERIE S
WA RsAg s O . IR AR
75 5 DX G o 0 5 A 8 T R A AR e 5 4 5 il
DT . G IE B o FARic e st & 5/
JEHEA TS 08 TR R TES AR SCR T B
Borybricdidk, MM ATIT AR TR )
YEE Ly i DA N e sc il | DU D R 0 2R i)
e K A BT PR AR RN T B AR AR

1 MRS IE

1.1 SEIEH 25T 2009 AFAEH VAT T
AMv BhE 5% e K P= B 58 BT R4 T, 47 ) 1
o1 SR e 2 AN — S — 0 A HE
U IEIRAE AT = OS2 A 6 4 G 5
il Q) x (3 ) Sl Q) x PEfi (S ) B
8 Q) x (4 ) BEfE( Q) x B (S ),
ANHEA 40 4,8 A — 2 A 095 H B AT40 430
A— AN 0.2 hm® B3 op 250, 75
KE]3 ~5 em B, BN A 4CHL 7 R BT BN #E
IRAET 95% L WEh, 55 21N 240 DNA
() $ I Ha HE R W -5 015 7, TE (pH 8. 0) I I
T2 e BE RSB RE | - 20°CARA7 4

YRS Mse 1 YIS . pGEM-T %230
&5 B H NEB 2 7] il Takara 2> w4243, A= 4
REhRie et ek a1 ¥ m LigA TAY T
TR AR MR S5 A PR B N, BEER 4 R R IR
£ 9% E/‘Jﬁffifﬂi(Promega, 7548C) , Mse ] ﬁé%,
Oligo-Mse 1 A:HO5'-TAC TCA GGA CTC AT-3’
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Fig.1 The positive clones obtained in the first round screening
M:D2000 DNA 4 FHARifE; 1 ~12 FHPETEHE, M:D2000 DNA marker; 1 — 12 Positive clones.
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HQ404168 ~ HQ404198 I HQ404200 ~ HQ4042
30, 1R KR BE 41 ~63°C

2.2 WIDEMAR PCRYMER ARSI
62 X AT, £ 10 X514 (CHA24 |
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CHM11 ,CHM20 ., CHM22 ,CHM33) £ 4 Ff a1
BITY = , TER TR 52 X519 BI6eTE
4 NGRS S YA 49 X T
1Y) CHMI12 (BR 5 88 ) K 51 %) CHA22 FI
CHM24 ( BRETHE ) AL FE 3 N AR AP 1
. 7 52 MRS, AR CHALY 7E
Ly RS v 2y 5 B2 v CHALG 1R S i rp

1 2 3 4 5
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110 5507 56 [, BN 807 3 55 7 36 AN
2.24  K/NJEE 96 ~267 bp, TEBEE £
FLAS A BRASA A 2 A, LA B 88 NS
R, A i S 38 2 B R 1,80, K/
[l 82 ~298 bp, 243 FAUMISAT SSAEEA [0
BT SRR 1 Sy S A G A R
K2,
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Fig.2 SDS-PAGE electrophoretic patterns of primer CHA19(A) ,CHM19(B)and CHM23( C)
M:pUCI8 FRUESS Tk 1 ~7 . L6, 8 ~ 14, BEY, 15 ~21 . 1F3( 388 Q x B8 ) T4t
22 ~28: LR (B @ x B ) FAL,
M. pUC18 DNA marker; 1 7. C. argus; 8 —14:C. maculata; 15 -21 :Cross Channa [ C. argus ( ? ) x
C. maculata ( &) ]; 22 =28 Cross Channa [ C. maculata ( @ ) x C. argus (&) ].
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CHA23 | CHA34, CHA36, CHA37, CHA38,
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Table 1 Amplified product information of 22 specific microsatellite loci in F1 generation

B R ARE HETE )2 T8 ( Cyprinus
carpio ) . WT 8 ( Oncorhynchus mykiss ) . ¥ i1
( Ctenopharyngodon idellus ) . # . ( Aristichthys
nobilis ) 277 1R K fa 2 B R AL 2 REME )
e AL IR R | o 5 48 G Kl B B R A D7
T, ASSERGR T REER B A 1 DR ) 4 2 i
DRSS AL TR, DS A0 B TR o Js 1 IO K
FTF TR TP ERiC 2N, Weber'® %1 43
3 FhEAY RISESE R ARSERAANR SR, R
FH Weber 945375 5 : 165 A~ 1 il i T2 )51
58 B R 125 AN (76% ) | Al 58 35 R 34 A
(20% ) FRA L 6 4~ (4% ) 574 S BEAE R TR
DNA J78H 525671 48 A~(65% ) AF5E3EAL 16

LRI A Y14 KN Amplified product size (bp)

Specific loci L1 Channa argus B Channa maculata IEJZ 4428 F1X Reciprocal hybrid
CHA14 183,213 173,197,229 173,183,197,213,229
CHA16 220,254 225 220,254
CHA19 168 160 160,168
CHA20 188,216 179,203 179,188,203,216
CHA22 175,181,195 201,207,223 % 175,181,195 201,207,223
CHA23 131,151 138,158 131,138,151,158
CHA34 237,247 205,215 205,215,237 ,247
CHA36 229,239 270,298 229,239,270,298
CHA37 251,267 267,285 251,267 285
CHA38 198,202 204,228,230 ,234 186,214 186,198 ,202,204 214 228,230,234
CHA39 208,236 188,216 188,208,216,236
CHA41 159,175,183 ,199 142,162 142,162,175 ,199
CHA42 195,223 209,235 195,209,223 ,235
CHM3 180,206 171,193 171,180,193 ,206
CHM7 151,165 175,193 151,165,175,193
CHM12 G 244 260 244 260
CHMI5 181,211 189,221 181,189,211,221
CHM19 165,177 177,191 165,177,191
CHM23 154 169,175,177,193,199,205 154,169,175,177,193,199,205
CHM24 147 o 147
CHM28 153,177 161,183 153,161,177,183
CHM29 91,101 116,132 91,101,116,132

3 i M(21% ) MIRATL 10 4~ (14% ) . ARTLE 7B

KR, 8 R B G TR RO B R OB
JERK /D R S K, mZ ik 59 1K,
T SE R AR ET & (CA) |5, PR A 31 1 1k
T2 DNA #0551 CA AC . TG 1 GT EE
17 89% , [Al I B T/ i) GA JPHEH A
E NAME 243 B IO T T KRB
e B W B R, v T e Z e
Fh 223 240 14 A 7 o 5 S, 4R A8 T KR
RIHES TESERMO S | Bl 1 8 R B 6 1Y) S
AT LTI IR Asc e B S N T
BHH | SR G % A A5 7 B B 9T 38 T 1
LB AERH DR Sy ARSI AT R R
FEJT I DR FhRiCH R S 4258 F B &8
B, 5K T B8 A 0T I T SR A e
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