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AFLP analysis on original population of mud carp Cirrhinus molitorella
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Abstract: Amplified fragment length polymorphism ( AFLP) technique was applied to assess the genetic variations of the original pop-

ulation collected from Original Species Field of Cirrhinus molitorella in Guangdong Province. The studied samples contained sub-stock
h and sub-stock q, 29 individuals respectively. Amplifications with 6 pairs of primers gave 173 reproducible and stable fragments, of
which 72 were polymorphic. There was one band whose frenquency was much higher in sub-stock h than that was in sub-stock q’
(72.4% >20.6% ) . We named it as E2M4-1. Based on AFLP data, we found that the genetic diversity of sub-stock h was higher
than sub-stock q (0. 1367 >0.0998). This study is a preliminary attempt for special molecular marker selecting of the two wild sub-

stocks.
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Tab.1 The oligo nucleotide adaptors and primers used for the AFLP analysis

XY Rl (5'—3')
adaptor or Primer sequence (5'—3')
adaptor EcoRI-1 CTC GTA GAC TGC GTA CC
EcoRI2 AAT TGG TAC GCA GTC TAC
Msel-1 GAC GAT GAG TCC TGA G
Msel-2 TAC TCA GGA CTC AT
primers of pre-amplication EcoRI +1 GTA GAC TGC GTA CCA ATT CA
Msel +1 GAC GAT GAG TCC TGA GTA AC
primers of selective amplification E-NNN GAC TGC GTA CCA ATT C NNN
NNN AAG, AGC, AGT, ATC, ACG
M-NN (N) GAT GAG TCC TGA GTA A NN (N)
NN (N) CAA, ACG, CTC, CAG, CGT
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Note: ‘E-NNN’ and ‘M-NN (N)’
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q respectively, and an ‘N’ represented one selective nucleotide in the primer.
“NNN’ was the selective nucleotides for the primer *E-NNN’

, whereas ‘NN (N)’ for the primer ‘M-NN (N)’ .
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Fig. 1 AFLP-PCR pattern of primer pair E2M4 on original populationq
1~29. sub-stock q; h1 ~29. sub-stock h; M. 100 bp DNA ladder

7E 50 ~400 bp Z A, FHEXBIW4 29 K WEH, H
A SN T2 &, BHMSLOR 41.5%, FRK
q. h IBBRLEHA B 61 M0, BAWH Bfy B4
B 35.11% . 40.43% , £& 6 XI5 7= 173 &9 4
Hh, 1 K50 E2MA-1 [ RTETREE h shRSRIE
TR TETRE g P B IURE, RAHE 2 N TFRKN
B 2 BIAR K, FRER h P BN 72.4%,
TR q A IR (UK 20.6% o B 1 K514 E2M4
140 AFLP 3, MR T LIE B MARIE R, 15
HERLE R FRHA h RO
3.2 SEMBENRESHEST

BT R B AT R A SR R, SR
BEKERIE S REME R BN 01254, T RK b 5F 8K g
(I3RS S REPERE LAY B0 0. 1367 F1 0. 0998, TFREK h #3t
FEZREVEASOE R T FRHE ¢

4 i

ABRFTRI AFLP J7 %4 A 88 £ S5 b 35 1 % [
PREAT T IE B REAEAMIT . XTBIRFBEGR 2 TR AR
BRAESTTRA, TR h WRIESHMKTR T FHE q
(0.1367 >0.0998) , 2 NFRHERMRIEMLBAFIR, X
— SR GEF AR RAPD FRBIRMARY —8 |
KRR AN BB RN FAFREFE RN, TH
b ERYERE T FRE o, BTIRE TR D X T T
BE g RS TIRIC THERAERRANRAR
MRAEERER L, AFLP RS REKE EREEN[E
BALR, B, B RBERERRK 2 8T &R
I th LA RE AR AL RO Y FARIE . L% R AT AFLP
778 36 351 Y14 IR B — SR ILIL IR YRS B 5) T4
EREIMAE, BRI -SRI CHER R R85
FM 25 351 MABHEBRT 6 MY P BRLEEREW



60 M h

X 7=

#3%

MFI WA E X GBI 2 TR, KET 1
RETHE L g RGBT FRE q R
E2M4-1 (72.4% >20.6% ) . tha 2 ZHFEER KR,
AH E2MA-1 EU RS EHEANEERNSEAELE
Mo HE—FTKMEHE, RAES5 WA HCE— S5
FRARBHEE 2 T REM B RS FIRT.

BEM: ,

(1] S4m. REK=HHMEZBREBHA, &8 (—) (J]. $H
K=, 2005 (11): 6-8.

2] ZABEAU M, VOS P. Selective restriction fragment amplification; a
general method for DNA fingerprinting [ P]. European Patent Ap-
plication 94202629. 7 (Publication No. 0534858A1). Paris; Eu-

ropean Patent Office, 1993.

[3] VOS P, HOGERS R, BLEEKER M, et al. AFLP: a new tech-
nique for DNA fingerprinting [ J]. Nuclear Acids Res, 1995, 23
(21): 4407 - 4414,

(4] ¥, 0t D, BEL, % R T MBRFEMHBHKRFRIE
BBteH AT [J]. BEAK, 2005, 1 (4): 1-5.

[5] HEa. KIEHAERERESRRY R KILITKEERPH
% [D]. AU FERERALAEDBIIRT, 2004,

[6] YEH F C, YANG R C, BOYLE T B J, et al. Popgene, the user-
friendly shareware for population genetic analysis [M]. [S.1 ]:
Molecular Biology and Biotechnology Centre, University of Alberta,
Canada, 1997.



