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Human metapneumovirus RNA Qualitative PCR
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4 & & A)(~ % 5 hMPV A1,A2,B1,B2) i

iR > 1% two-step real-time RT-PCR 37 ;% » 12 hMPV 4 2 |4 2. TagMan probe
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¥ 2%~ 2 ~ £ 2_ detection limit 3 100 copies/uL » &Rl & S BN & a1
hMPV z_ 3% & >

Nucleoprotein gene (N) 3 ip]

WPl R & # 48 hMPV RNA /] »* 100 copies/uL 2.
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