
 
 

 

 

Supplementary material 

Insights into the evolution of IncR plasmids found in the Southern European clone of 
the monophasic variant of Salmonella enterica serovar Typhimurium 

Table S1. Accession numbers of genomes of monophasic isolates of Salmonella enterica belonging to the Southern European clone; parameters 
related to the quality of the assemblies 

 
Isolatea Kmer Contigs N50 Longest contig 

(bp) 
Total bp 
in contigs 

Contigs 
> 1 kb 

GenBank 
accession number 

LSP 6/12 131 112 260872 930160 930160 53 JAJCUM000000000 
LSP 40/12 89 120 324386 929430 4963851 49 JAJCUL000000000 
LSP 40/13 131 188 324728 478577 5061947 78 JAJCUK000000000 
LSP 52/13 131 189 324746 929941 4973925 56 JAJCUJ000000000 
LSP 197/14 131 198 324887 930230 4963683 51 JAJCUI000000000 
LSP 64/15 131 103 260762 929941 4920808 45 JAJCUH000000000 

a, Isolates are designated with the initials of the center which supplied them (Laboratorio de Salud Pública, Principality of Asturias, Spain), followed by a serial 
number/last two numbers of the year of recovery. 
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Table S2. Origin and accession numbers of the genomes of isolates of monophasic Salmonella enterica potentially belonging to the Southern European 

and U.S./American clones used for phylogenetic analysis in the present study 

Isolate  Size (bp) Source Country Isolation Year GenBank accession No. Reference 
08-1736 4,822,189 - - - CP006602.1 - 
2011K-0052 4,857,411 Human USA 2011 CP114540.1 [58] 
ATOMSal-L6 4,784,174 Swine South Korea 2019 CP098438.1 [59] 
CFSAN057258 4,820,861 Water USA 2016 CP076086.1 - 
CFSAN103852 4,836,001 Environmental Trinidad and Tobago 2016 CP066328.1 [60] 
CVM N18S0993 4,817,368 Ground turkey USA 2018 CP082571.1 [61] 
FDAARGOS_768 4,857,490 - - - CP041005.1 - 
FDAARGOS_878 4,874,787 - -  CP065718.1 - 
FELIX_MS205 4,857,968 - - - CP139746.1 - 
FSIS12032448 4,861,061 Animal-Calf-Bob Veal USA 2020 CP123684.1 [62] 
HJL222 4,823,435 Swine South Korea 2015 CP098741.1 [59] 
PNCS000211 4,789,195 Human Canada 2010 CP039716.1 - 
PNCS007087 4,787,290 Human Canada 2010 CP044957.1 - 
PNCS007098 4,773,032 Human Canada 2011 CP044967.1  
PNCS014846 4,783,087 Human Canada 2008 CP039558.1  
PNCS014849 4,815,188 Human Canada 2008 CP039565.1  
PNCS014850 4,815,492 Human Canada 2008 CP039567.1  
PNCS014853 4,815,118 Human Canada 2009 CP039713.1  
PNCS014854 4,817,234 Human Canada 2009 CP037874.1  
PNCS014859 4,814,945 Human Canada 2010 CP039585.1  
PNCS015054 4,786,287 Human Canada 2010 CP037877.1  
SAP18-6199 4,813,658 - USA 2018 CP040900.1 [63] 
ST56 4,948,999 Human China 2011 CP050739.1 [64] 
ST90 4,906,732 Duck China 2012 CP050734.1 [64] 



 3 of 5 
 

USDA-ARS-USMARC-1880 4,815,208 Bovine carcass USA 2003 CP014981.1 [65] 
ST1023 5,169,410 Human Italy 2008 JANKYD000000000 [21] 
LSP 6/12 4,967,484 Human Spain 2012 JAJCUM000000000 This study 
LSP 40/12 4,966,702 Human Spain 2012 JAJCUL000000000 This study 
LSP 43/13 5,056,065 Human Spain 2013 JAJCUK000000000 This study 
LSP 52/13 4,975,638 Human Spain 2013 JAJCUJ000000000 This study 
LSP 197/14 4,960,478 Human Spain 2014 JAJCUI000000000 This study 
LSP 64/15 4,921,913 Human Spain 2015 JAJCUH000000000 This study 

–, information not available. 
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Table S3. Pairwise distance matrix calculated from SNP in the genomes of monophasic isolates of Salmonella enterica, 
potentially belonging to the Southern European and the U.S./American clones and derived from different sources and 
countries. 
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