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Figure S1: List of accessions and their Mash distance-based clustering, used for benchmark dataset 

simulation. 
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Figure S2: Reproducibility and comparison of assemblies and annotations across the tools used. A. 

Comparison of genome assemblies. B. Comparison of annotation results for the assemblies. 
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Figure S3: Reproducibility and comparison of assemblies and annotations across the tools used and 

sequencing simulated depths. A. Comparison of genome assemblies. B. Comparison of annotation 

results for the assemblies.  
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Figure S4: Pangenome clustering using benchmark 100X simulated datasets regarding assembly 

tools. A. SPADES. B. SKESA. C. SHOVILL. D. UNICYCLER. 
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Figure S5: Comparison of pangenome computation regarding to the assembly tools used. Jaccard 

score, Pearson and Mathews correlation were computed to compare obtained pangenome matrices 

at different sequencing depth. A. 25X. B. 50X. C. 75X. D. 100X. E. 250X. F. 500X 
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Figure S6. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 1. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 
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Figure S7. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 2. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 
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Figure S8. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 3. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 
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Figure S9. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 4. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 
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Figure S10. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 5. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 
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Figure S11. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 6. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 
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Figure S12. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 7. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 
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Figure S13. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 8. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 
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Figure S14. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 9. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 
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Figure S15. Comparison between pangenomes computation tools using 500 V. parahaemolyticus 

samples from dataset 10. A. Heatmap of pangenes distribution across the 500 samples. B. Genes 

occurrence distribution. C. Distribution of the number of pangenes per samples. 

 


