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The study aimed to reveal the physiological functions of RNA molecules
derived from the RNA genome of influenza virus. In this study, we found that the length and

expression level of small RNA derived from the RNA genome are determined by the nucleotide seguence
in the corresponding region in the genome. We further showed that the small RNA plays a role in the
transition between replication and transcription of viral genes. The presence of RNA modifications

in viral RNAs was also explored. Finally, genetic mutations under selective sweep in the viral RNAs
were identified using a novel informatics algorithm.
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