
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Fig. 1 Genotypic groups based on average nucleotide identity (ANI). Isolates with 99% 
similarity were placed in a single group. Explain why some isolate numbers are in red. 
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Fig 2. Map of Serratia isolates collected from different states for the Whole Genome 
Sequencing project. 

 

 

 

 

 

 

 

 

 

 

 

Fig 3. Map of Distribution of Serratia ureilytica genotypic group one (ANI >99%)  
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Fig. 4 Single nucleotide polymorphism (SNP) based phylogenetic relationship between 85 
Serratia isolates from this study and 3 from the RefSeq database, NCBI (SER00032, 
Seratia_ureilytica_T6, S07_NCBI). The query genomes were compared with the reference 
genome to identify the SNPs. S07_NCBI was chosen as the reference genome in the SNP 
analysis. Bootstrap values were calculated from 1,000 replications of UFBoot2 
bootstrapping. The length of the scale bar indicates 0.006 change per nucleotide site.  
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Fig. 5 Single nucleotide polymorphism (SNP) based phylogenetic relationship between 63 
Serratia ureilytica isolates from this study The query genomes were compared with the 
reference genome to identify the SNPs. S07_NCBI was selected as the reference genome 
for SNP analysis. Bootstrap values were calculated from 1,000 replications of UFBoot2 
bootstrapping. The length of the scale bar indicates 0.001 change per nucleotide site.  



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Fig. 6 Core genome-based phylogenetic relationship between 85 Serratia isolates from this 
study and 3 from the RefSeq database, NCBI (SER00032, Serratia_ureilytica_T6, 
S07_NCBI). The query genomes were compared with the reference genome to identify the 
SNPs. S07_NCBI was chosen as the reference genome. Location, year, and host species 
are shown in the three colored bars.  


