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Tab.1 The distribution of microsatellite sequences in EST data of A. japonicus

SSR
SSR ( 416)
gaccac 23 8 23 5.53%
atttt 1 6 1 0.24%
atac 2 5 7 1.68%
ttta 1 5
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gat/atc/tag/cta 12 14
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aac/gtt/ /ttg 6 5
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ata/tat 11 8
gtg/cac 4 12
atg/cat 2 6
aca 11 6
agc 2 5
tgc 1 6
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1 SSR-E6 SSR-E7 PCR
Fig.1 The silver staining PAGE image of PCR result of microsatellite marker SSR-E6 and SSR-E7
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ISOLATION OF MICROSATELLITE MARKERS FROM
APOSTICHOPUS JAPONICUS ESTs

SUN Guo-Hua!, YANG Jian-Min!, SONG Zzhi-Le?, SUN Xiao-De’ 3,
WANG Wei-Jun!, ZHANG Yu!

(1. Shandong Marine Fisheries Research Institute, Yantai, 264006; 2. Zhifu Fishery Technical Extension Station, Yantai, 264001;
3. School of Fishery and Life Science, Shanghai Ocean University, Shanghai, 201306)

Abstract Frequency and density of 2—6bp simple sequence repeats (SSRs) were analyzed from Apostichopus ja-
ponicus EST (expressed sequence tag) database comprising 6632 sequences. The result shows that 416 microsatellite se-
quences (taking 6.48%) were obtained. The dinucleotide repeats motifs appeared to be the most abundant type in A. ja-
ponicus ESTs (taking 65.86%), followed by trinucleotide, tetranucleotide, pentanucleotide and hexanucleotide repeats at
26.68%, 1.68%, 0.24%, and 5.53%, respectively. 21 primer pairs were designed with Primer software and man-
ual-searching method from EST sequences containing microsatellites. 13 primers had polymorphic PCR products in Chi-
nese and Russian sea cucumber samples by electrophoresis analysis. In the 13 microsatellite loci, the alleles numbers dis-
tributed from 3 to 8, and the range of these alleles were between 175 to 382bp. The observed heterozygosity and expected
heterozygosity distributed from 0.158—0.650 and 0.198—0.841, respectively, which showed that these 13 microsatellite
loci were suitable for genetic analysis.

Key words Apostichopus japonicus, Microsatellite, Expressed sequence tag (EST), Allele



