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Analysis of SSR Information in Genome Resource
of Ditylenchus destructor Thorne

MA Ju-kui, SUN Hou-jun, ZHANG Cheng-ling, YANG Dong-jing, XIE Yi-ping”
(Xuzhou Institute of Agricultural Sciences in Jiangsu Xuhuai Area, Key Laboratory of Biology and
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Abstract: In order to study the genetic relation of Ditylenchus destructor Thorne in China, and
to obtain their stable molecular marker, the software MISA was used to search and analyze a
total of 1 761 scaffolds of whole genome sequences of 9 745 SSR of D. destructor Thorne. This
was equivalent to 1 SSR per 11. 40 kb genome sequence. In the SSRs, the mononucleotide re-
peat motifs were the most abundant (83.06%), followed by dinucleotide repeat motifs
(10.62%). In additon to mononucleotide repeats, AT/AT was the most frequent repeat unit
(5.36%). The SSR which had a length less than 12 bp accounted for 59. 67% of total SSR,
while the number of SSR over 30 bp was 114, only accounting for 1. 17% at the lowest propor-
tion. The results indicated that the genomic data of D. destructor Thorne could be used as an
effective source for the development of SSR markers, which could serve as a foundation for the
further development of SSR markers.
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