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Figure S1. Phylogenetic analysis of Fitzroy Crossing iflavirus 1. The maximum likelihood tree was 

constructed usind RdRp protein sequence. The scale bar represents units of substitutions per site and 

bootstrap support va;ues are displayed when greater that 70%. Viruses identified in this study are 

highlighted in blue. 
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Figure S2. Phylogenetic analysis of Broome luteo-like virus. The maximum likelihood tree was 

constructed usind RdRp protein sequence. The scale bar represents units of substitutions per site and 

bootstrap support values are displayed when greater that 70%. Viruses identified in this study are 

highlighted in blue. 
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Figure S3. Phylogenetic analysis of Fitzroy Crossing qinvirus 1. The maximum likelihood tree was 

constructed using RdRp protein sequence. The scale bar represents units of substitutions per site and 

bootstrap support values are displayed when greater that 70%. Viruses identified in this study are 

highlighted in blue. 
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Figure S4. Phylogenetic analysis of Broome reo-like virus 1. The maximum likelihood tree was 

constructed using RdRp protein sequence. The scale bar represents units of substitutions per site and 

bootstrap support values are displayed when greater that 70%. Viruses identified in this study are 

highlighted in blue. 
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Figure S5. Phylogenetic analysis of chryso-like and toti-like viruses. The maximum likelihood tree 

was constructed using RdRp protein sequence. The scale bar represents units of substitutions per site 

and bootstrap support values are displayed when greater that 70%. Viruses identified in this study 

are highlighted in blue. 
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Figure S6. Phylogenetic analysis of Broome partiti-like virus 1. The maximum likelihood tree was 

constructed using RdRp protein sequence. The scale bar represents units of substitutions per site and 

bootstrap support values are displayed when greater that 70%. Viruses identified in this study are 

highlighted in blue. 


