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Figure S1 Comparison of assembly accuracy. To assess the accuracy of the newly assembled 
genome sequences, without a ground-truth reference genome sequence against which to compare, 
we used the REAPR tool (Hunt et al., 2013). REAPR detects two classes of potential errors in 
assemblies: Fragment coverage distribution (FCD) errors and low fragment coverage errors. We 
ran REAPR against each of the assemblies generated in the present study and also against each of 
the assemblies of X. axonopodis pv. manihotis described in a previously published study (Bart et 
al., 2012). A perfect error-free assembly would fall in the bottom left corner of the plot whereas a 
poor error-rich sequence would fall in the top right. 

Red circles (o): Genome sequence assemblies from the present study. 

Blue crosses (+): Genome assemblies from previously published study (Bart et al., 2012). 
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Figure S2 Effect of depth of coverage on the contiguity of genome assembly. To assess the 
effect of depth of read coverage on assembly contiguity, we subsampled reads from the datasets 
for strains NCPPB 2064 and NCPPB 1058 to give a range of depths from 1 to 100 x. Depth of 
coverage was calculated by dividing the total number of nucleotides in the input sequence reads 
by 4,700 (i.e. assuming that the genome size is 4.7 Mb). Each subsample of reads was assembled 
with SPAdes using the same protocol as for the assemblies described in the main text. The N50 
contig length was calculated for each assembly using Quast (Gurevich et al., 2013).  

Red circles (o): Genome sequence assemblies of Xff NCPPB 1058. 

Blue crosses (+): Genome assemblies of Xap NCPPB 2064. 
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Figure S3 Whole-genome alignments of X. fuscans subsp. fuscans. The genome assemblies of 
each sequenced isolate were aligned, and using Mauve (Darling et al., 2004, 2010; Rissman et al., 
2009). 
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Figure S4 Whole-genome alignments of X. phaseoli pv. phaseoli lablab-associated isolates.  
The genome assemblies of each sequenced isolate were aligned, and using Mauve (Darling et al., 
2004, 2010; Rissman et al., 2009). 
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Figure S5 Whole-genome alignments of X. phaseoli pv. phaseoli genetic lineage 1 (GL1).  The 
genome assemblies of each sequenced isolate were aligned, and using Mauve (Darling et al., 
2004, 2010; Rissman et al., 2009). The genome assembly of X. axonopodis pv. manihotis NCPPB 
1159 (Bart et al., 2012) is also included for comparison. 
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Figure S6 A 60-kbp genomic deletion found in Sudanese lablab-associated isolates NCPPB 
2064, NCPPB 556 and NCPPB 557 but not in Zimbabwean isolate NCPPB 1713.  The MiSeq 
sequence reads were aligned against the reference genome sequence of X. axonopodis pv. citri 
306 (da Silva et al., 2002) using BWA-MEM (Li, 2013, 2014). The depth of coverage plots are 
visualised using IGV (Thorvaldsdóttir et al., 2013).	  	  
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Figure S7 A 8-kbp genomic deletion found in Xap NCPPB 3035 but not in other sequenced 
Xap GL1 isolates.  The MiSeq sequence reads were aligned against the reference genome 
sequence of X. axonopodis pv. citri 306 (da Silva et al., 2002) using BWA-MEM (Li, 2013, 
2014). The depth of coverage plots are visualised using IGV (Thorvaldsdóttir et al., 2013). 
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Figure S8 A 6-kbp genomic deletion found in Xap NCPPB 3035 but not in other sequenced 
Xap GL1 isolates.  The MiSeq sequence reads were aligned against the reference genome 
sequence of X. axonopodis pv. citri 306 (da Silva et al., 2002) using BWA-MEM (Li, 2013, 
2014). The depth of coverage plots are visualised using IGV (Thorvaldsdóttir et al., 2013). 
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Figure S9 Conservation of Xff plasmid pla in the Xff and Xap isolates sequenced in the 
present study.  The MiSeq sequence reads were aligned against the reference genome sequence 
of Xff 4834-R (Darrasse et al., 2013) using BWA-MEM (Li, 2013, 2014). The depth of coverage 
plots are visualised using IGV (Thorvaldsdóttir et al., 2013). 
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Figure S10 Conservation of Xff plasmid plb in the Xff and Xap isolates sequenced in the 
present study.  The MiSeq sequence reads were aligned against the reference genome sequence 
of Xff 4834-R (Darrasse et al., 2013) using BWA-MEM (Li, 2013, 2014). The depth of coverage 
plots are visualised using IGV (Thorvaldsdóttir et al., 2013). 
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Figure S10 Conservation of Xff plasmid plc in the Xff and Xap isolates sequenced in the 
present study.  The MiSeq sequence reads were aligned against the reference genome sequence 
of Xff 4834-R (Darrasse et al., 2013) using BWA-MEM (Li, 2013, 2014). The depth of coverage 
plots are visualised using IGV (Thorvaldsdóttir et al., 2013). 
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