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Figure S1. Dendrogram for 34 epidemiologically well-characterized Salmonella Typhimurium 

isolates sequenced by DTU Food [1]. The genetic relatedness trees were generated on the basis of (A) 

core scheme (4179 loci) and (B) core_top5 scheme (84 loci). Isolates of six foodborne disease outbreaks 

are colored in red, green, orange, blue, purple, and yellow, respectively. The core scheme refers to the 

core genome scheme generated in step 2 by the PGAdb Builder. The core_top5 scheme is a subset of the 

core scheme that unites the five most discriminatory loci for each split. The scheme was generated in 

step 5 by the Loci Extractor. 



 

 

 

 

Figure S2. The running time versus the number of isolates. The detail running time comparison 

of jobs with different numbers of Salmonella isolates were tested with the default parameter 

setting on a desktop computer with two (6 cores, 12 threads, 2.10 GHz) CPUs and 64 GB RAM. 
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