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The polymerase segments of HIN1 influenza virus are functional for catalyzing viral RNA transcription AR
and replication, which also play a crucial role for the virus genome packaging, propagating and host PubMed

adaption. In this research, the dinucleotide frequency and synonymous codon bias in the polymerase
segments of the HIN1 influenza virus which were isolated from human, avian and swain were analyzed.
The results showed that the frequency of the CpG dinucleotides were the lowest and were intensively
suppressed across all 3 segments. The cross host comparison showed that the lowest CpG frequency
was in human H1N1 influenza virus and the trend of CpG frequency was decreasing with the years.
However, the frequency raised in year 2009 which accords with the evidence that the human H1N1
virus was transmitted from foreign hosts. Analyzing the relative synonymous codon usage (RSCU) in
the polymerase segments, the frequency of the codons with CpG dinucleotides were all less than 1,
which indicated CpG suppression was the main factor of the synonymous codon usage in HLIN1
influenza virus genome. In summary, these results indicate that the CpG suppression have important
impacts on the evolution and transmission of HIN1 influenza virus.
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