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Genetic analysis in patients infected with H5N1 avian influenza virus
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Despite its high pathogenicity in infected human cases, the numbers of patients
infected with H5N1 were still small. Most of H5N1 viruses isolated from infected patients display the
same binding affinity to avian-type receptors as avian H5N1. These facts prompted us to raise one
hypothesis that patients infected with H5N1 virus had elevated susceptibility to H5N1 compared with other
individuals. The genomic DNA was extracted from 4 H5N1-infected but recovered patients and from 10 donors
and the genetic analysis was performed at 6 genes of ST3GAL and 2 genes of ST6GAL by next generation
sequencer. There are 32 SNPs over-represented in infected cases in ST3GAL1, 3, 6 and ST6GAL1 genes. If we
hypothesize that the individuals with rare SNPs bear susceptibility to H5N1, SNPs in ST6GAL1, 3 and 6

genes were supposed to be candidate SNPs.
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