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Development of EST-SSR Molecular Marker Based on Sequences of Cunninghami lanceolata Transcripts under
Drought Stress//Wu Xialei Dong Li Sun Yuhan( Beijing Forestry University Beijing 100083 P. R. China) ; Hu Ruiy—
ang( Experimental Center of Forestry in North China Chinese Academy of Forestry) ; Deng Huiquan Hu Dehuo( Guang—
dong Academy of Forestry) ; Li Yun( Beijing Forestry University) //Journal of Northeast Forestry University 2018 46( 2) :
1-5.

The EST-SSR molecular markers of Cunninghami lanceolata were developed by using the data of Chinese fir tran—
scripts under drought stress. The transgenic plants under drought stress were tested on the Solexa mRNA-Seq platform with
the second generation high-throughput sequencing technique. The 75 357 contigs were obtained after splicing the total
length was 65.29 Mb. And there were 2 383 EST-SSR loci the number of trinucleotide repeats was the largest accounting
for 41.21% of the total. The 120 EST-SSRs were randomly selected and primers were designed by Primer Premier 5. Then
eight C. lanceolata DNA samples were randomly selected as a template and 24 pairs of primers ( from 120 pairs of primers)
were selected by 8% non-denaturing polyacrylamide gel electrophoresis. The 24 samples of C. lanceolata were used for cap—
illary electrophoresis. The result showed 23 pairs of EST-SSR primers were detected with specific peaks. The 94 alleles
were detected in 24 samples of C. lanceolata each loci had an average of 4.087 0. The number of alleles ( Na) ranged from
2 to 9. The number of effective alleles ( Ne) ranged from 1.086 8 to 6.914 3 and the number of effective allele was 2.089 0.
Observed heterozygosity ( Ho) ranged from 0.250 0 to 1.000 0. Expected heterozygosity ( He) ranged from 0.082 4 to 0.896 1.
Shannon index ranged from 0.173 2 to 2.035 3. The EST-SSR molecular marker of C. lanceolata provides the basis for the
study on genetic diversity population structure DNA fingerprint database construction and genetic information preserva—
tion of C. lanceolata.
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