
 

 



 

 



 

 



 

 



 

 



Figure S13. PERMANOVA results measuring the association between S. enterica 
serovars (serovar), program, or genome-intrinsic and –extrinsic variables and the 
Simpson’s D index of diversity.  
PERMANOVA results demonstrating the association (R-squared and p-values) 
between the Simpson’s D index of diversity (simpson) and: (A) bacterial serovar 
and program (mlst vs. stringMLST with all k-mer lengths); (B) bacterial serovar; 
(C) program (mlst vs. stringMLST with all k-mer lengths); (D) the median number 
of contigs (num_contigs_median); (E) the mean total number of nucleotides
(total_nucl_mean); (F) the mean GC% content originally calculated per genome 
(gc_avg_mean); (G) the mean total count of STs present in each generated 
database (st_count_mean); (H) the mean total count of unique alleles (across all 7 
loci) present in each generated database (total_alleles_genes_mean); (I) the 
standard deviation (SD) of the number of contigs (num_contigs_sd); (J) the SD of 
the total number of nucleotides (total_nucl_sd); (K) the SD of the GC% content per 
genome (gc_avg_sd). The median number of contigs, mean total number of 
nucleotides, and mean GC% content were grouped by serovar and batch (experimental 
replicate). The SD of the number of contigs, SD of the total number of nucleotides, 
and SD of GC% content were calculated by serovar only. The mean total count of 
STs and mean total count of unique alleles (across all 7 loci) present in each 
generated database were calculated after grouping by serovar, batch (three 
experimental replicates), and program. The Simpson’s D index of diversity was 
calculated after grouping by program, serovar, and batch (three experimental 
replicates). All PERMANOVA models were run with 1,000 permutations.


