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Preliminary study on proteins of human metapneumovirus chinese isolate
HUANG Lu,et d
(P2 lab,the Children’s Hospital ,Chongging Medical Unitersity)

[ Abstract} Objective:Human metapneumovirus (hMPV ), initially described in 2001,is an enveloped RNA virus of the genus
Metapneumovirus,subfamily Pneumovirinae,family Paramyxoviridae. Here we sought to clarify basic features of human
metapneumovirus proteins. Methods:Rabbits were immunized with inactivated virons of hMPV Chinese first isolate, CHNQS-01,
to yield anti-hMPV antiserum. Antiserum was used as primary antibody to detect hMPV proteins by Western blotting.
NetNglycl.0 server,NetOglyc 3.1server and the NetPhos 2.0 server were applied for predicting potential glycosylation and
phosphorylation sites of proteins of prototype virus of type A,CAN97- 83. Results:The highest reactive titer of the antiserum
with hMPV antigens reached 1:500 in ELISA. Potential glycosylation sites of G protein and phosphorylation sites of P protein
were greatest among all hMPV proteins. G protein was shown a narrow band with molecular weight between 55 and 72kDa
(approximately 68kDa),indicating its glycosylation level being consistent and remarkably different from that of CAN99-80 and
CAN99-81. F1 subunit of fusion protein displayed molecular weight between 40 and 55kDa (approximately 48 kDa),which is
consistent with previous reports. Conclusion:Basic features of two major membrane proteins of Chinese human metapneumovirus
isolate were clarified, which will benefit future studies on protein funtion and pathogenesis of this virus.
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PV CHNO5-01 fR 8,37 CIRHf 1h, FEMRPSIMA 12ml
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FRERTEB (2mol/L MgSO, 1 1mol/L HEPES ) 1:1 BE#1),
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¥ 1 hMPV CAN97-83 EAS KRS FR.
BEA A RFBIEL AL

WK F .
% (GenBank H@f N-# O-GalNAc ﬁgéﬂ?&m

mamrng) TR GoE EEE gak
LU A ST )
F(YP 012608.1) 58440 3 1 28

G(YP 012612.1) 23653 2 56 36
SH(YP 012611.1) 20614 3 4 13
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L(YP 012613.1) 230611 9 0 98
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