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Fig. 8
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Fig. 11
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Fig. 13
5.40% Vero (MOl = 3); 24 h p.i.: WB anti-eGFP
SeV eGFP wt | SeVV eGFP-PA2-77
20 10 5 26 | 20 10 5 25 ug
8
eGFP (26 kDa)
Fig. 14

Infected Vero cells (MOl = 1); WB anti-HN

24 h p.i. 48 | p.i.
SeVeGFPwt | SeVV eGFP-PA2.77 SeVeGFP wt | SeVV eGFP-PA2-77
18 8 2 16 8 4 2 16842|16842|Jg

HN (69 kDa)




Fig. 15

15 A anti hPIV3 IgA (ng/mi)

5B

anti-hPIV3 IgG

8/8

anti-R8V IgG

0.D

Al A2 A3 A4 A5 Cl C2 C3 B2 B3

© = M oW oAe W0 oo

Al A2 A3 A4 A5 C1 C2 C3 B2 B3






