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Isolation and genetic diversity analysis of microsatellites from nine species of fa-
miliar snappers
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(1. Fisheries College, Guangdong Ocean University, Zhanjiang 524025, China; 2. College of Life Science, Hunan Normal University,
Changsha 410081, China)

Abstract: Thirty-seven microsatellite loci were isolated from the genomic library of L. russellii with PCR. Cross-species iso-
lations with those markers were carried out for nine familiar species of snappers (L. erythropterus, L. argentimaculatus, L.
stellatus, L. johnii, L. sebae, L. fulvus, L. fulviflamma, L. vitta and L. ophuysenii), and their genetic diversities were also
evaluated. There were 10 microsatellite loci isolated successfully in nine species and 13 loci in partial species. The average
expected heterozygosity, average observed heterozygosity and Hardy—Weinberg departure index under Hardy—Weinberg equi-
librium in the nine species of snappers were 0.730—1.000, 0.716—0.915, (—=0.002) — (—0.214), respectively. The results indicate
that the genetic diversities of genus Lutjanus is in a relatively high level. In addition, the clear explain of prevalent absence of
heterozygotes in all research species may request further research on fishes of genus Lutjanus.
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Tab. 1 Cross-species isolation for nine species Lutjanus
: T0S5-SPECIES 1€ ! P ] ( 3)9 6.50—9.00, Ho
with 23 microsatellite primer pairs
H Z X Y Q I Y HM as 0.716—0.915, Hg 0.730—1.000,
Lruo33 D -0.002—-0.214
Lru001
Lru034 1 23 4 56 78 9 10111213141516M 17 1819
Lru038 I -
Lruo10 -
-
Lru039 - oo -
Lruo11
Lru012
Lruo41 -
Lru042
! 1 Lru 004
Lru043
M: pBR322 DNA/Msp I Markers; 1-19: 19 individuals; 7 denote null
Lru019 e
allele individual
Lruo13 Fig. 1 Amplification profile of the SSR locus Lru 004 in L.
Lruol4 fulviflamma
Lru002
Lru003 M4 567 891011121314 151617 18 19
Lru020 =
Lru004 =
H it
Lru023 =G0 et ) 0 £ e 3 00 N OO
Lru025 = ]
Lru005
Lru029
Lruo31 2 Lru 005
cH: A » X , Y: > Q: M: pBR322 DNA/Msp I Markers; 1-19: 19 individuals
, JD: , JY: » HM: , AS: Fig. 2 Amplification profile of the SSR locus Lru 005 in L.
s R erythropterus

T2 IMEHMESAMAE. Hardy-Weinberg FETHIEEM A58, ZMEEE. Hardy-Weinberg IR B35, #i
BRAEE. ANRAEESEESSALE(PIC>0.5)

Tab. 2 The number of polymorphic loci, the number of loci under Hardy-Weinberg equilibrium, the number of po-
lymorphic alleles, Hardy-Weinberg departure value (D), observed heterozygosity (Ho), expected heterozygosity (Hg)
and the number of high polymorphic loci (PIC>0.5) in the nine species of snappers

H z X Y Q JD JY HM AS

14 13 13 15 5 11 17 14 10

6 6 5 10 2 5 12 14 5
3—13 3—14 2—11 3—18 4—18 2—15 2—18 2—12 3—11

0.028—2.559 0.010—0.450  0.029—c  0.000—1.270 0.053—0.500 0.078—1.790 0.013—0.500 0.036—1.191 0.072—0.500
0.111—1.000 0.842—1.000 0.000—1.000 0.133—1.000 0.833—1.000 0.118—1.000 0.118—1.000 0.222—1.000 0.875—1.000
0.391—0.933 0.550—0.915 0.515—1.000 0.302—0.944 0.645—0.947 0.224—0.924 0.114—0.928 0.542—0.964 0.550—0.928

12 12 11 14 5 8 14 13 9
(PIC 0.5)

: 1
R®3I OMEHMFHEMERE. Hardy-Weinberg FETH I EM SR EE FHES F19 Hardy-Weinberg F &
(CEEE
Tab. 3 The mean number of alleles, mean observed heterozygosity (Hp), mean expected heterozygosity (Hg) under

Hardy-Weinberg equilibrium and mean Hardy-Weinberg departure value(D) of the microsatellites in the nine species
of snappers

H V4 X Y Q D JY HM AS

7.71 7.23 8.31 8.47 8.20 7.09 9.00 7.21 6.50
Ho 0.768 0.790 0.821 0.776 0.915 0.784 0.716 0.819 0.786
He 0.823 0.952 0.978 0.901 0.917 0.897 0.730 0.872 1.000

D -0.067 -0.170 -0.161 -0.139 -0.002 -0.126 -0.020 -0.061 -0.214
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