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INFLUENZA A VIRUS INFECTION IN SWINE HERDS IN BRAZIL IN 
2009 – 2012 
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v 13 Farrow-to-finish farms (HI results):  

 

v  Antibodies  against H3N2: 4 farms 

v  Antibodies  against H1N1pdm09 and H3N2: 5 farms 

 

v  Antibodies  against H1N1, H1N1pdm09 and H3N2: 2 farms 

v  Antibodies  against H1N2 and H3N2: 1 farm 

v  Antibodies  against H1N1, H1N2 and H3N2; 1 farm 
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Viral isolation samples 

» From lungs or nasal swabs: total of 68 IAV 

»  Nasal swabs: 107/10, 83/10, 72/11.  

 Total: 03 samples  
»  Lungs: 104/09, 12a/10, 83/10, 89/10, 107/10, 131/10 (2 

samples), 136/10, 170b/10 (2 samples), 170c/10, 170d/10, 
170e/10 (3 samples), 170f/10, 170h/10, 31/11 (2 samples), 
66/11, 70/11, 71/11, 85/11, 95/11, 138/11, 146/11, 146b/11, 
152/11, 173/11, 18/12, 37/12 (6 samples), 42/12, 198/12 (10 
samples), 263/12, 93/13, 119c/13, 137c/13, 183/13 (5 
samples). Total: 65 samples  

* In green = genome sequencing data 
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Genome Sequencing 
  
»  Sequencing data for HA, M and NA (some genomes with 

complete genome, other partial sequencing). 
 
37 samples sequenced:  

»  HA, NA and M segments: 18 samples 
»  NA and M segments:  10 samples 
»  *Eight gene segments: 9 samples.  
 
                                                                                                                       *Illumina platform (MiSeq) 
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IAV	
  Sample	
   Subtype	
   HA	
   NA	
   M	
  

A/swine/Brazil/107-­‐3A/2010	
   H1N1	
   H1N1pdm09	
   H1N1pdm09	
   H1N1pdm09	
  

A/swine/Brazil/72-­‐11-­‐507/2011	
   H1N1	
   H1N1pdm09	
   H1N1pdm09	
   H1N1pdm09	
  

A/swine/Brazil/132-­‐09/2009	
   H1N1	
   H1N1pdm09	
   H1N1pdm09	
   H1N1pdm09	
  

A/swine/Brazil/12A10/2010	
   H1N1	
   H1N1pdm09	
   H1N1pdm09	
   H1N1pdm09	
  

A/swine/Brazil/136-­‐10/2010	
   H1N1	
   H1N1pdm09	
   H1N1pdm09	
   H1N1pdm09	
  

A/swine/Brazil/173-­‐11-­‐4/2011	
   H1N1	
   H1N1pdm09	
   H1N1pdm09	
   H1N1pdm09	
  

A/swine/Brazil/170h-­‐10/2009	
   H1N1	
   H1N1pdm09	
   H1N1pdm09	
   H1N1pdm09	
  

A/swine/Brazil/31-­‐11-­‐1/2011	
   H1N2	
   H1δ	
   N2	
   H1N1pdm09	
  

A/swine/Brazil/31-­‐11-­‐3/2011	
   H1N2	
   H1δ	
   N2	
   H1N1pdm09	
  

A/wild	
  boar/Brazil/214-­‐11-­‐13D/2011	
   H1N2	
   H1δ	
   N2	
   H1N1pdm09	
  

A/swine/Brazil/185-­‐11-­‐7/2011	
   H1N2	
   H1δ	
   N2	
   H1N1pdm09	
  

A/swine/Brazil/232-­‐11-­‐13/2011	
   H1N2	
   H1δ	
   N2	
   H1N1pdm09	
  

A/swine/Brazil/232-­‐11-­‐14/2011	
   H1N2	
   H1δ	
   N2	
   H1N1pdm09	
  

A/swine/Brazil/365-­‐11-­‐6/2011	
   H3N2	
   H3	
   N2	
   H1N1pdm09	
  

A/sw/Brazil/355-­‐11-­‐6/2011	
   H3N2	
   H3	
   N2	
   H1N1pdm09	
  

A/sw/Brazil/365-­‐11-­‐7/2011	
   H3N2	
   H3	
   N2	
   H1N1pdm09	
  

A/swine/Brazil/231-­‐11-­‐1/2011**	
   H3N2	
   H3	
   N2	
   H1N1pdm09	
  

**Na	
  mesma	
  granja	
  idenPficado	
  vírus	
  H3N2,	
  H1N1pdm09	
  e	
  H1N2. **Na	
  mesma	
  granja	
  idenPficado	
  vírus	
  H3N2,	
  H1N1pdm09	
  e	
  H1N2. 

**In the same farm it was identified H3N2, H1N1pdm09 and H1N2. 

**Na	
  mesma	
  granja	
  idenPficado	
  vírus	
  H3N2,	
  H1N1pdm09	
  e	
  H1N2. **Na	
  mesma	
  granja	
  idenPficado	
  vírus	
  H3N2,	
  H1N1pdm09	
  e	
  H1N2. 
Genomic Sequencing of HA, NA and M - 2009-2011 
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