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Bioinformatic Analysis of SSR Markers Based on RNA-seq of Pampus argenteus
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Abstract
for molecular marker technology development on Pampus argenteus, and 3 715 603 unigene was found after assembling. The Microsatellite
(MISA) software was used to identify SSRs from unigenes. Meanwhile, SSR polymorphisms were evaluated using software. [ Result] 107 007
SSRs were identified, distributed in 97 289 unigenes, which accounted for 2. 62% of the whole unigenes and the distribution density of the

[ Objective | To develop molecular marker technology of Pampus argenteus. | Method ] Transcriptomic sequencing was performed

transcriptomic SSRs from transcriptome were 476/Mbp. The nucleotides were repeated and the dinucleotide were the maintypes, accounting for
48.14% and 34.10% , respectively, of all the SSRs. In total, we found 424 different types of repeat motifs, in which the repeats with A TG/
AC and GAG/AAC as the most frequent motifs, accounting for 49.57% | 42.43% and 9.61% , respectively, of the SSR repeat motifs. Statis-
tics got from repetitive sequence length more than 12 bp SSR markers accounting for 76.95% of all the SSRs, it was very rich polymorphism.
[ Conclusion ] The study also assessed the potential of the transcriptomic SSRs for further use and research. These results provide a useful tool

(L AR EDK P RO B AR K P BT BT , Al o8 A< 5 e P e b BRI

for studies in genetic diversity, genetic mapconstruction and molecular assisted breeding of Pampus argenteus.
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Table 1 Occurrence frequency of SSR in transcriptomic sequencing of P. argenteus
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Table 2 Distribution regularities of different microsatellites motifs length and repeat count in P. argenteus
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