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Bacterial sRNAs are an emerging class of regulatory RNAs, 40~500 nt in length. These sRNAs play a b R
key role in bacteria-environments interaction, therefore, the identification of sRNAs is very important. b REEFE
Compared to the prediction of protein-coding genes with distinguished features, however, prediction of | ooz

sRNA-coding genes is still challenging. Here we report on a strategy to predict sSRNA-coding genes using b 22

the base distribution frequency matrix derived from the known sRNA genes, and E. coli K-12 MG1655 is

exemplified to demonstrate the performance of the strategy. The results indicate that the presented PubMed
model has both higher specificity and higher positive prediction value compared to the previous F Article by Liu, Q.
models. The model provides better support for sRNA genes discovery using experimental protocols. F Article by Ying, X. M.
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