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EST-SSR Prediction of Heat Induced ¢cDNA Library of Pinus teada
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Abstract ; EST sequences from heat induced ¢cDNA library of loblolly pine( Pinus teada ) were assembled
with CAP3 and predicted for EST-SSR. The results showed that 4 283 ESTs from heat induced ¢DNA li-
brary were asembled into a total of 2 062 non-redundant UniGenes with 934 Contigs and 1 128 Singletons
by the program CAP3. These non-redundant UniGenes were used for searching SSR through the software
SSRIT. A total of 110 SSR loci for loblolly pine with the frequency of 4. 32% in UniGene and one SSR
per 14. 6 kb in EST was identified. Dinueleotides and trinueleotides were observed at the highest frequen-
cies, 60.90% and 36. 36% , respectively. And then tetra-, hexa-, was 0.91% , 2.73% , respectively,
while pentanuleotides was not found. AT (42.73% ) was the most frequent repeat. AAG and AGG
(7.33% each) was the most motif in trinucleotides. Findings from this study may provide important infor-

mation for the new molecular marker discovery and molecular assisted selection in loblolly pine.
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