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Primer sequences of SRAP used for genetic diversity analysis of Megalobrama amblycephala

1% Primer  IF I8 31 # )% %] Forward primer sequence (5'- 3") 514 Primer K18 51751 Reverse primer sequence (5'- 3")
mel TGAGTCCAAACCGGATA eml GACTGCGTACGAATTAAT
me2 GAGTCCAAACCGGAGC em?2 GACTGCGTACGAATTTGC
me3 TGAGTCCAAACCGGAAT em3 GACTGCGTACGAATTGAC
med TGAGTCCAAACCGGACC em4 GACTGCGTACGAATTTGA
meb TGAGTCCAAACCGGAAG emb GACTGCGTACGAATTAAC
me6 TGAGTCCAAACCGGTAA em6 GACTGCGTACGAATTGCA
me7 TGAGTCCAAACCGGTCC em?7 GACTGCGTACGAATTCAA
me8 TGAGTCCAAACCGGTGC em8 GACTGCGTACGAATTCTC
em9 GACTGCGTACGAATTCGA
em10 GACTGCGTACGAATTCAG
emll GACTGCGTACGAATTCCA

SRAP-PCR J M A & SR TR 15 pL, 4§ 10X
Buffer 1. 5 pL.,2. 0 mmol/L Mg*",0. 25 mmol/L
dNTPs, 559 0. 5 pmol/L, Tag DNA % 4 i
0.6 U, 3K 4 DNA %y 20 ng, PCR & fE PTC-
200 RYRAEERAL E AT IIE R S HOCH - 94 °C B P
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1~24 /MK 5 Individual number; M:100 bp DNA marker.
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Fig. 1

SIME A me5/em?7 3R F#H K EFED S A 5B SRAP ¥ 15 E &

Electropherogram of SRAP-amplified production for some individuals of M. amblycephala

population in the Liangzi Lake using primer combination me5/em?7
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Fig.2 Electropherogram of SRAP-amplified production for some individuals of M. amblycephala
population in the Poyang Lake using primer combination me5/em7
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Fig.3 Electropherogram of SRAP-amplified production for some individuals of M. amblycephala
population in the Yuni Lake using primer combination me5/em?7
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Table 2 Polymorphism of SRAP amplified loci and genetic diversity parameters for three populations of M. amblycephala

28

Parameter

AR Population

7 W) Liangzi Lake

F AW Poyang Lake RPN Yuni Lake

Z A S BCN) Number of polymorphic loci
Z AL S H 5 (P) Percent of polymorphic loci/ %
Nei’s &K ZH:PE(h) Nei’s gene diversity

Shannon’s {& B 38 %((I) Shannon’s information index

88 100 50
51.16 58.14 29.07
0.152440.182 6 0.184 940.195 3 0.090 4£0.165 6
0.234 740.265 2 0.279 940.279 5 0.137 1£0.240 4
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Table 3 Nei’s unbiased genetic distance (below diagonal) and genetic

similarity (above diagonal) among populations of M. amblycephala

#E& Population P Lz B PY  URUEH YN
= ‘
Liangzi Lake (L.Z) 0.917.0 0-830°6
e 0.086 6 0.802 0
Poyang Lake (PY)

et 0.185 6 0.2207 —

Yuni Lake (YN)

 — P72
L py

YN

0.10  0.08 0.06 0.04 0.02 0.00

B4 ETFNei's tmigkiEEHENELE
3B UPGMVA R E
Fig.4 UPGMA dendrogram based on Nei’s unbiased genetic

distances of three populations of M. amblycephala
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Genetic Diversity of Three Populations of Blunt Snout Bream
(Megalobrama amblycephala) Analyzed by SRAP Markers

RAN Wei ZHANG Gui-rong WANG Wei-min  WEI Kai-jlan ZHOU Ling-ling
College of Fisheries/Key Labotary of Agricultural Animal Genetics ,Breeding and Reproduction ,
Ministry of Education/Key Laboratory of Freshwater Biodiversity Conservation and Utilization ,

Ministry of Agriculture , Huazhong Agricultural University sWuhan 430070,China

Abstract To provide genetic background on germplasm of blunt snout bream (Megalobrama am-
blycephala) ,SRAP (sequence-related amplified polymorphism) markers were used to investigate genetic
diversity of three natural populations of M. amblycephala from Yuni Lake, Liangzi Lake and Poyang
Lake in the middle of the Yangtze River drainage. Thirteen pairs of primer combinations, which were
screened from 88 primer pairs,produced clear and polymorphic bands and were used for SRAP amplifica-
tion. The numbers of amplified loci per primer pair ranged from 8 to 21,and a total of 172 loci were de-
tected in three populations. Of which, percent of polymorphic loci (P), Nei’s gene diversity (h) and
Shannon’s information index (I) were the highest in Poyang population (P =58.14% ,h=0.184 9, I=
0.279 9),followed by Liangzi population (P =51.16% ,h=0.152 4, 1=0. 234 7) and Yuni population
(P=29.07%,h=0.090 4, 1=0.137 1). The genetic diversity was the highest in Poyang population and
was the lowest in Yuni population. The Nei’s unbiased genetic distance and genetic identity among the
three populations was from 0. 086 6 to 0. 220 7 and from 0. 802 0 to 0. 917 0,respectively. UPGMA clus-
ter analysis showed that there was farther genetic relationship between the Poyang and the Yuni popula-
tions with the most genetic distance (0. 220 7),and closer genetic relationship between the Poyang and
the Liangzi populations with the least genetic distance (0. 086 6).

Key words Megalobrama amblycephala; SRAP; genetic variation; Poyang Lake; Liangzi Lake;
Yuni Lake
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