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List of errors 

 

Page Error (in red) Correction 

iv upper and lower respiratory tracks upper and lower respiratory tracts 

90 resuling in 12,000 to 61,000 human resulting in 12,000 to 61,000 human 

90 properties of the hemagglutin protein properties of the hemagglutinin protein 

91 genetic  shift genetic shift 

92 complex hemaggulminin (HA) clade system complex hemagglutinin (HA) clade system 

110 H1 specific IFN-ɔsecreting H1 specific IFN-ɔ secreting 

111 and stop-gainedmutations accumulated and stop-gained mutations accumulated 

113 compute crrelations between compute correlations between 

182 

Figure 3.1 NP tree: maximum likelihood tree 

missed the NP sequence data from the 

influenza plaque 5174-10 

See corrected figures below 

183 

Figure 3.1 NA tree: maximum likelihood tree 

missed the NA sequence data from the 

influenza plaque 5166-8 

See corrected figures below 

185 

Figure 3.1 NS tree: maximum likelihood tree 

missed the NS sequence data from the 

See corrected figures below 



influenza plaque 4479-17 

207 upper respiratory track of pigs upper respiratory tract of pigs 

207 ratherIAV genomes were broadly shaped rather IAV genomes were broadly shaped 

209 Until 2018?, most of the licensed IAV Until 2018, most of the licensed IAV 

211 of pigs with similar immune background of pigs with various immune backgrounds 

258 Figure legend: disease progresson  disease progression 

268 

Westgeest et al (90), which is 2.699 x 10-3 

substitutions per site per year, with the 95% 

highest posterior density (HPD) of 2.416 x 10-

3 and 2.997 x 10-3 

Westgeest et al [334], which is 2.699 x 10-3 

substitutions per site per year, with the 95% 

highest posterior density (HPD) of 2.416 x 

10-3 and 2.997 x 10-3 

268 Canini et al (91) Canini et al [335] 

268 

as 2.416 x 10-3, 2.699 x 10-3, and 2.997 x 10-

3 substitutions 

as 2.416 x 10-3, 2.699 x 10-3, and 2.997 x 

10-3 substitutions 

309 2ml of 1 Ĭ 106 TCID50/ml 2ml of 1 Ĭ 106 TCID50/ml 

325 representing the aminoacid changes representing the amino acid changes 

 

  



Corrected figures 

Page 182: Maximum likelihood tree of influenza NP genes from the isolated plaques. 

 



Page 183: Maximum likelihood tree of influenza NA genes from the isolated plaques. 

 



Page 185: Maximum likelihood tree of influenza NS genes from the isolated plaques. 

 

 


