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Tab. 1 Characteristics of SSR developed in the tran-
scriptome of L. vannamei
() 66 815
(bp) 68 615776
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Fig. 1 Distribution and frequency of different SSR repeat
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motifs identified from the transcriptome of L. vannamei
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Tab.2 Polymorphic SSR loci developed from transcriptome of L. vannamei

(5"-3" (C) (bp)

LvC1035 GAATCAGGGAATGAGGACGA 60 (acacct)14 176~207 2
GGCGAGAGTACTCGGATGTT

LvC1624 ATCGGCGACTCATGGTGTA 60 (ttta)5 126~134 3
AGACGCGAGGCTAACTTCAG

LvC1031 GAATCAGGGAATGAGGACGA 60 (gag)7 131~140 4
GGCGAGAGTACTCGGATGTT

LvC1876 CTCCTCCACCCACGACAG 60 (tcg)7 120~135 6
TCGTTGAGCGATGAGGACTA

LvC3042 AAATCGCCCCCAGAACTC 60 (cagctc)8 91~103 3
CGGTAGCAGAGGTGATTGGA

LvC2006 TGGAGATTTCGGAACCTTTG 60 (gat)7 108~114 4
CTGCTGGAGCACCAAAATCT

LvC2197 TCCTCTTCTTCTAAACCGTCTTC 59 (ctt)7 137~149 4
AACGCTCACATCATGGGAAT

LvC3550 GGACCCTCGCCTTACCAC 60 (aca)7 114~122 2
TCAGTTGATGGGCTCCTCTT

LvC2814 AGTGAGGAGGTTCCAGCAGA 60 (tgg)7 116~129 3
CTGTCTCATGGGCCAAAAGT

LvC3977 TGCAGCAGGGTCAACTTATG 60 (gca)7 139~148 2
TGGTTCGGCCATAACCATAG

LvC3004 CGAGCTCCTTGTCCTCATTC 60 (gte)7 122~131 2
GGACGACGACCTCATATCCA
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(5'-3") (C) (bp)
LvC4800 GCCTCGTCGAATCTTCTAGC 60 (gtca)s 109~117 2
CACAACCTCATGGTGACTGC
LvC4959 CTGGTCTGACTTTGGCTTCG 60 (ctgg)s 94~102 2
AGACAGCTGCCTTACGCTCT
LvC5147 GGAGATGAGTAACCCGCACT 60 (gtg)7 112~121 2
CTCTTCCCCAACCTCCTCAT
LvU15501 CCCTTGCACCATATCTGAGG 60 (ttge)10 183~203 5
GCCTGCTCTGTGGAATTTCT
LvC966 CGGACTTGATGCTCGTCTCT 60 (gce)7 133~166 3
CCGTCAGGAACTCGTAGAGG
LvC905 ACATCATCGACATCGAGCAG 55 (gac)9 279~315 6
GTCATCGTCCTCCTCGTCAT
LvC1661 CCTGAGCCCAATAGCCTCTA 60 (cga)7 114~126 4
TGCCGGTTCTGAAGGAGTAG
LvU16123 AGCAGAGGCACCACCAAC 60 (cag)7 104~121 5
GTCGACTTCACCACGCTGT
LvC3954 GCTCAAGTACCGCAAAGACC 60 (acg)7 144~147 2
TCCTTGGAATCAGGCTCAAC
LvC753 GCCGATTTTAGTCTCGAACG 60 (acaa)s 137~154 2
TTGACCTGTAGGAGTTTCCTGA
LvU15623 TGTTCCACAGTTTCCTCGTCT 60 (age)7 141~150 3
TGCTCCCTAGGTACAGGTCTTG
LvU3848 CCACTGGCAAATGCAAAGAT 60 (gag)7 110~119 3
TGGCTTCCCTTGTCTTGTCT
LvC3299 ACCAGACCTTCACCGAAATG 55 Compound 345~357 4
AAGGAAAGAAGGGGAAGTGC
LvC2235 TGTTGGCTACAAGTGCAGAAA 58 Compound 289~311 8
ACGATTCTGTGTCGCAAAAA
LvU27836 GGGGCCCATTTCTGTTTATT 55 (cat)7 243~270 7
GTCAGTTTCGCTATCCCAGC
LvC96 AAGTGATCACAGGAGGCGAG 58 Compound 202~208 2
CGGTGCAGGTTCTCCCTAT
R3 MEREPREMN NS TSHEMSMERSHMEER
Tab.3 Characteristics of 11 highly polymorphic SSR markers developed from transcriptome sequences
() -
LvCl1624 4 0.688 0.673 0.596 0.870 4 KUS530162
LvC1876 6 0.781 0.770 0.723 0.649 2 KU530163
LvC2006 4 0.781 0.670 0.596 0.710 4 KU530164
LvC2197 4 0.594 0.712 0.647 0.418 3 KUS530165
LvU15501 5 0.875 0.787 0.737 0.002 0° KUS530166
LvC905 9 0.721 0.699 0.651 0.006 0° KUS530167
LvU16123 6 0.719 0.709 0.664 0.1427 KUS530168
LvC3299 5 0.533 0.621 0.562 0.430 0 KU530169
LvC2235 11 0.625 0.845 0.817 0.003 0° KUS530170
LvU27836 9 0.405 0.858 0.830 0.000 0° KUS530171
LvC96 2 0.213 0.256 0.221 0.2510 KU530172
B - (P<0.05)
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sequences of Pacific white shrimp (Litopenaus vannamei)
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Abstract: The Pacific white shrimp, Litopenaeus vannamei, is one of the most economically important marine
aquaculture species in China, as well as the world. A large number of molecular markers are required for the studies
of genetic diversity and breeding in shrimp. In the present investigation, 14 767 SSRs were detected in L. vannamei
unigenes derived from transcriptome sequencing. Among these, dinucleotide SSRs were the most abundant motif
(59.53%), followed by trinucleotide (35.78%) SSRs. A total of 74 primer pairs were designed and validated using
DNA pools. 54 pairs (72.97%) were amplified with clear band, and 27 pairs (36.49%) were found to be polymorphic.
The genetic diversity was analyzed using 11 highly polymorphic SSR markers in the breeding population of “Kehai
No.1, ” a selected new variety of L. vannamei. Consequently, the allele number of these microsatellites ranged from
2 to 11. Expected heterozygosity and observed heterozygosity ranged from 0.256 to 0.858 and 0.213 to 0.875, re-
spectively. The polymorphic information varied from 0.221 to 0.830. Four loci deviated significantly from
Hardy-Weinberg equilibrium (HWE) (P < 0.05). The large number of genetic markers developed in the present
study would be highly beneficial to the researches to understand genetic diversity, selective breeding, and germ-

plasm conservation in shrimp.
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