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Objectives:

The continuous monitoring of the antigenic and genetic properties of circulating influenza viruses is
essential in order to detect any amino acid substitution that may justify the selection of different vaccine
candidates or changes in antiviral recommendations. During the 2010-2011 season, the influenza activity in
Portugal was characterized by the co-circulation of influenza B/Victoria and pandemic A(H1N1)2009 viruses
with sporadic detections of influenza A(H3) and B/Yamagata viruses. This study reports the antigenic and
genetic characterisation of influenza B viruses isolated in Portugal during the 2010/2011 influenza season.
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Table | — Antigenic characterisation of 30 isolated influenza

B/Victoria strains (Hemagglutination Inhibition Test).

Strains genetically characterised are shaded in yellow.

G184E
— . =

Bilisbon 22010
BiLisbonaz0i0
aisbouti2010
|-asoossazoi
[

[—eess
-s.ﬁnp-uns‘i.“ ki ::ug;:;‘n:mo
Methods: enaaon T n phton T Vel — | | |sussostoanio
teretamiasr) sl eommezoro
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symptoms of influenza-like iliness in the context of virological surveillance. The clinical specimens were [—BMoNa Konasiz
collected by General Practitioners participating in the National Influenza Surveillance Programme and were [leterence Strains LseP [ asrocxmoumaone
tested at the National Influenza Reference Laboratory for the presence of influenza virus (RT-PCR). e BB S E
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Virology, Surveillance of Influenza, 2011). Nineteen influenza B/Victoria (18 isolates and 1 clinical specimen arcivsce) L [
designated by EE98) and two influenza B/Yamagata (one isolate and one clinical specimen designated by N
EE222) viruses were selected for sequence analysis of the HA1 gene segment (Pechirra et al., 2005). fost diuses s172p
i i H i i [B/Lisboa/1/2010 160 40 40|
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Isolated influenza B/Victoria viruses showed high reactivity with serum raised against the vaccine strain Wl
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reactivity with antisera raised against the egg-propagated vaccine virus B/Brisbane/60/2008. T o o s o e
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Sequence analysis showed that all B/Victoria viruses clustered into the B/Brisbane/60/2008 genetic clade Birisbaneic02008 | 640 20 20 8 320 640 8 40 80| vaccine strain in red and reference strains in bold. Bootstrapp values
(Figure 1), presenting the characteristic amino acid substitutions N75K, N165K and S172P (Figure 1 and e SRR o - above 70 are shown (500 replicates).
Table ll). All influenza B/Victoria isolates (except B/Lisboa/4/2011) shared the amino acid mutation 1146V P | a0 a0 af = OO 0 2
(Table 1) and clustered into 2 different subgroups: a subgroup of 5 strains (the only common substitution EFLI=TEm
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One influenza virus B/Yamagata was isolated and it was antigenically similar to B/Florida/4/2006 (vaccine e | " % W < < m w0 e a
strain for the 2008/2009 season). Genetically, this viral strain and one B/Yamagata virus detected in another psmoalafons F A B B el I
clinical specimen grouped with reference strains B/Bangladesh/3333/2007 and B/Wisconsin/1/2010 (Figure B/isboa/s2011 | @0 10 1§ < < @ 160 a0 a0 o @ = | tree of HA1 from
2). The isolated strain (B/Lisboa/9/2011) presented 3 amino acid substitutions at antigenic sites whereas the influenza B/Yamagata viruses. Strains analysed are represented in
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