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The frequency in HPAI mutations indicates an increased possibility
of transmission of the avian influenza strains to humans. TEM-
PCR™ as a molecular diagnostic tool can be used for subtyping of
HPAI. Thus, the molecular test for detection of continual and well-
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are used to create a primer mix. Plasmid DNA designed from the PCR fragments is used for the development Figure 5. Construction of consensi using HSN1. - Figure 8. A comparison of the number of sequences deposited in public databases for each of the . lati infl .
and optimization of the primer mix, viral RNA is used where available. All available strains for each year were compiled to create a consensus for the specific year. The HPAI targets for years 2009 through 2016. circulating influenza virus types.
consensus were then compiled into a single contig to create a consensus of consensus or consensi. The availability of sequences deposited in public databases varies by HPAI strain. More common strains
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insert is a detailed view of HPAI Strains with fewer sequences available.
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