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Abstract: We examined the genetic diversity of 19 Bahaba flavolabiata samples collected from the Pearl River estuary based on
microsatellite markers, so as to provide references for the identification of its germplasm resources and future breeding. The results
show that the number of alleles (#,) in each of the 29 microsatellite loci was 2—7, with a total number of 121 alleles. The average
number of alleles in each locus was 4.17. The effective number of alleles (V,) was 1.060 6—6.056 1, with a sum of 85.205 0. The av-
erage values of the observed heterozygosity (H,) and the expected heterozygosity (H,) were 0.659 3 and 0.597 3, respectively. The
value of polymorphism information content (PIC) was 0.055 5—0.813 7, with an average of 0.542 3, and 19 loci showed high poly-
morphism. Five loci deviated significantly from the Hardy-Weinberg equilibrium (corrected P<0.036). The allelic richness (R,) was
2—6.976, with a sum of 119.638. The genetic diversity (GD) was 0.059—0.856. It is suggested that most of the SSR loci developed in
this study are highly polymorphic, and the genetic diversity of B. flavolabiata population is at a higher level.
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Tab.1 Information of 29 pairs of microsatellite primers of B. flavolabiata
L% TERIS 1 (F) 51 (R) JKE KN op SE R/ C
locus forward primer reverse primer size range annealing temperature
SLNO1 tgegtgtetgtgtttettgtatt accaacgtttcattttcacaaac 155 58
SLNO3 aaaaatcagtctggggtttcttc aggacgtccagagtgagaattta 135 58
SLNO5 ttcetgttatcggacacaagatt tcgeegcttattattatacacaac 100 58
SLNO07 gaaaacccaaacagacagacaag gaacacagaactctgaggaggac 106 58
SLNO09 cctcgagttcatcagecaat atgacgagtttgcagctaaaatg 148 58
SLN11 agcttattaggctgagcattgtg gaatggttttcatttctctgeac 143 58
SLN12 gcagagcactgaattgaaatagg aggaaaatgcaaaacgagtctta 160 58
SLN14 tttgccataacttgtetgtgttg ctatggagcatctcccagee 159 58
SLN16 cagcaaataaagaaggcacagac ctetectttettttectctcacc 151 58
SLN17 ccatgcacacatacagttgttct gggtctggtaggtaggtaatgga 146 58
SLN18 caaattcattacaaaagcagtatcca taaaaaccagagtgcgagttacc 159 58
SLN19 gcgaaaagagcagaaagacg cgacatcttcgaaccaaaactac 153 58
SLN20 gctgtgactttgagtcattttct tggcagaaatttatgttttcatt 160 58
SLN21 gttgtctcaaatgcetgtgttttg catgttcagacacatatcccaga 130 58
SLN22 acactagctgtcatgtggetctc tttttgttttgcacctcataccet 141 58
SLN24 ttctaccacgccaggtaacac ccgaataactatggggagaaagt 89 58
SLN25 cacaacactccaaatcctttttc aggtcctctcacacactgaagag 157 58
SLN26 ccagtggctggatgtcagtag atctctccacagcaataaggtca 135 58
SLN29 agcctcgacacactctgaagac ccaaagactcgaagacagagtga 120 58
SLN31 cattggcaacctttgacttagac gaggaggatagcataggagaagg 145 58
SLN32 ttaatctgtggaaaaactgagec gggaccagtctgtaaaatgagtt 146 58
SLN33 acatgatcgacacatgacacaac gtcacgtctetgtgaggagagat 104 58
SLN34 agctcaagacaaacaaaaagctg ggataaaattgtgtccagtcagg 156 58
SLN35 tagggatgtaaggggaaacttgt acatttgataagcaactgccatt 156 58
SLN38 gacgaagagagacgaagagtcaa gttacatttgagccaaccaacat 150 58
SLN42 aagccattaagtgggaaataage cgactctgectcatttatcaagt 156 58
SLN44 ctttgtcactggcgacatctagt accctgtctcagtagcacacatt 151 58
SLN45 actgaagtgaccaatcacagagg taaaccgatcgtctgaaggaat 130 58
SLN46 cagagtccagaacattttgatcc tactctgcagaccatactgtcca 160 58
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M 4 DNA Maker 2 000, % R/ R E] KU 100 bp. 250 bp.
500 bp. 750 bp. 1000 bp. 2000 bp
Electrophoretogram of fluorescent double-plex PCR of
B. flavolabiata
M. DNA Maker 2 000; the fragment sizes from bottom to top are 100
bp, 250 bp, 500 bp, 750 bp, 1 000 bp and 2 000 bp, respectively.
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Fig.2 Electropherogram peaks of microsatellite primers in B. flavolabiata
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Tab.2 Genetic diversity statistics in 29 microsatellite loci of B. flavolabiata
{3755, locus N N, N, H, H, Puwe PIC Ry GD
SLN24 15 4 24324 0.2000 0.5889 0.033 0.502 6 4 0.624
SLN32 19 2 1.870 5 0.526 3 0.465 4 0.568 03571 2 0.477
SLN09 16 7 45310 0.562'5 0.779 3 0.112 0.747 1 6.875 0.813
SLNO05 18 7 6.056 1 0.944 4 0.8349 0.469 0.813 7 6.976 0.856
SLN16 17 7 3.7532 1.000 0 0.733 6 0.174 0.702 5 6.86 0.748
SLNO7 19 3 27143 0.894 7 0.6316 0.015 0.558 1 3 0.642
SLN44 19 4 27876 0.736 8 0.6413 0.117 0.576 8 3.992 0.656
SLN29 18 7 42632 0.944 4 0.765 4 0.405 0.735 6 6.804 0.783
SLN45 16 3 24976 0.9375 0.599 6 0.061 0.5151 3 0.599
SLN19 18 5 31921 0.944 4 0.686 7 0.212 0.6417 4.833 0.699
SLNO1 19 6 3.902 7 0.894 7 0.743 8 0.626 0.707 5 5.952 0.76
SLNO3 18 2 1.456 2 0.3889 03133 0.306 0.264 2 2 0.32
SLN34 17 2 1.9727 0.647 1 0.493 1 0.198 03715 2 0.504
SLN26 19 4 2.569 4 0.684 2 0.610 8 0.000 0.556 4 3.96 0.626
SLN42 17 2 1.060 6 0.058 8 0.057 1 0.901 0.0555 1.882 0.059
SLN22 19 4 37216 0.947 4 0.7313 0.135 0.6816 4 0.746
SLN25 19 5 42471 0.894 7 0.764 5 0.061 0.7275 4.999 0.782
SLN12 18 4 22422 0.3333 0.554 0 0.036 0.498 5 3.973 0.577
SLNI11 18 4 2.3478 0.444 4 0.574 1 0.000 0.500 3 3.952 0.595
SLN20 16 4 2.0480 0.4375 0.5117 0.585 0.461 1 3.938 0.531
SLN31 19 3 2.1813 0.473 7 0.541 6 0.849 0.4575 2.993 0.558
SLN46 19 6 5.084 5 1.000 0 0.803 3 0.117 0.776 8 5.999 0.82
SLN14 19 3 2.766 3 0.684 2 0.638 5 0.654 0.563 5 3 0.655
SLN17 19 3 1.464 5 0.368 4 0.3172 0.809 0.294 0 2.992 0.325
SLN18 16 6 3.1220 0.750 0 0.679 7 0.736 0.6415 5.875 0.7
SLN21 19 3 2.5333 0.684 2 0.605 3 0.336 0.5212 3 0.62
SLN35 19 4 23290 0.6316 0.570 6 0.627 0.493 3 3.783 0.585
SLN33 19 2 1.429 7 0.368 4 0.300 6 0.325 0.2554 2 0.307
SLN38 19 5 4.628 2 0.736 8 0.783 9 0.055 0.748 9 5 0.807
1 average 0.659 3 0.597 3 0.5423
e NOBh; N, SAEREG N ARENEEREG H, WZRERE; He WISBACE L Puwe. “PAIHSIRARCFST” REMEAGK P1E;

PIC. £ G B &, R, HHNFEEFE; GD. LR LR

Note: N. numbers; N,. number of alleles; V.. effective number of alleles; H,. observed heterozygosity; H,. expected heterozygosity; Pywg. Hardy-
Weinberg probability test; PIC. polymorphism information content; R;. allelic richness; GD. genetic diversity
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