
 

Table S1. African buffalo metadata. Rows in bold refer to animals found to be co-infected with SAT1 and SAT2 

FMDV viruses via qRT-PCR and deep sequencing. The age of the animals are in years.



Figure S1. FMDV VP1 phylogenies with study sequences to determine SAT1 and SAT2 topotypes. Tips highlighted in red squares correspond to 

the sequences included in this study where A) indicates the SAT1 VP1 phylogeny and B) indicates the SAT2 VP1 phylogeny. Topotypes are 

designated by vertical blue lines and labeled accordingly.  

 

 

 

 



Figure S2. Maximum Likelihood Phylogenetic trees of FMDV protein coding regions. All phylogenetic trees were performed using the best-fit model 

as determined by Mega v10.0 using 500 bootstrap replicates. Branch support is displayed if above 70. For animals 36 and 59, groups of sequences 

within a serotype are designated by Group 1 (G1) or Group 2 (G2). The first passage sequences are indicated as ‘passage.’ Regions A) Lpro, B) 

VP1-VP4, C) 2B-2C, D) 3A-3B and E) 3C-3D were used for the analysis. 

 

 

 

 

 

 

 

 

 

 



Figure S3. Recombination detection using Simplot. Recombination analyses were carried out using a 200bp window, 20bp step, a Kimura (2-

parameter) model and T/t of 2.0. The position of the FMDV protein-coding regions are designated at the bottom of each graph with black or grey 

bars. The graphs queries are indicated above the graphs. 

 

 

 

 

  


