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Fig 1. Pairwise identity matrix (left) and phylogenetic tree (right) based on coat protein (CP) sequences of Belgian beet yellows virus (BYV) isolates and isolates retrieved from public databases. The phylogenetic tree was constructed using the HKY+I nucleotide substitution 
model. Branch support was assessed using 1,000 bootstrap replicates. Bootstrap support values are indicated at the nodes. Belgian isolates are highlighted in red.



Fig 2. Pairwise identity matrix (left) and phylogenetic tree (right) based on coat protein (CP) sequences of Belgian beet mild yellowing virus (BMYV) isolates and isolates retrieved from public databases. The phylogenetic tree was constructed 
using the HKY+I nucleotide substitution model. Branch support was assessed using 1,000 bootstrap replicates. Bootstrap support values are indicated at the nodes. Belgian isolates are highlighted in red.



Fig 3. Pairwise identity matrix (left) and phylogenetic tree (right) based on coat protein (CP) sequences of Belgian beet chlorosis virus (BChV) isolates and isolates retrieved from public databases. The phylogenetic tree was constructed using the 
HKY+I+G4 nucleotide substitution model. Branch support was assessed using 1,000 bootstrap replicates. Bootstrap support values are indicated at the nodes. Belgian isolates are highlighted in red.


