
A. Table of MLST sequence type distribution in different datasets
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D. cgMLST MST of CCoS, public repository and University Hospital of Basel genomes of MRSA (1960-2022, n = 1761), nodes colored by collection decade. Clusters are shown with a maximal cluster distance of 24 allele differences and a minimal cluster size of 15.
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F. MLST sequence type, clonal complex, collection country and collection year mapped to a maximum likelihood core genome 
SNP tree of ancient Swiss and international MRSA (1960 -1992, n = 554). Leaves colored by sequence type. Outgroup (S. epider-
mis) line shortened through X-axis break for visualization purposes.
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G. MLST sequence type, clonal complex, collection country and collection year mapped to a maximum 
likelihood core genome SNP tree of MRSA from the CCoS, public repositories and dereplicated modern 
Swiss isolates (1960 -2022, n = 777). Leaves colored by sequence type. Outgroup (S. epidermis) line 
shortened through X-axis break for visualization purposes.
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H. Predicted resistance/sensitivity, phenotypical resistance/sensitivity and concordance between the 
two mapped to a maximum likelihood core genome SNP tree of MRSA from the CCoS, public reposito-
ries and dereplicated modern Swiss isolates (1960 -2022, n = 777). Leaves colored by sequence type. 
Outgroup (S. epidermis) line shortened through X-axis break for visualization purposes.
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I. Virulence gene presence/absence heatmap mapped to a maximum likelihood core genome SNP tree 
of MRSA from the CCoS, public repositories and dereplicated modern Swiss isolates (1960 -2022, n = 
777). Leaves colored by sequence type. Outgroup (S. epidermis) line shortened through X-axis break 
for visualization purposes.
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J. SCCmec type mapped to a maximum likelihood core genome SNP tree of ancient Swiss and inter-
national MRSA (1960 -1992, n = 554). Leaves colored by sequence type. Outgroup (S. epidermis) line 
shortened through X-axis break for visualization purposes.
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K. SCCmec type mapped to a maximum likelihood core genome SNP tree of MRSA from the CCoS, 
public repositories and dereplicated modern Swiss isolates (1960 -2022, n = 777). Leaves colored by 
sequence type. Outgroup (S. epidermis) line shortened through X-axis break for visualization purposes.

0.85



0 200 400
Evolutionary distance [substitutions]

BAPS clusters
1
2
3
4
5

Sequence Types (n = 4)
239
7844
368

Isolation Country
Australia
Germany
Portugal
Singapore
Switzerland
United Kingdom
United States of America
unspecified

1980
1990
2000
2010
2020

Collection year

241

L. BAPS clusters, collection country and collection year mapped to a maximum likelihood whole genome SNP 
tree of ST239, ST7844, ST368 and ST241 MRSA (n = 69). Leaves colored by sequence type.



0 100 200 300
Evolutionary distance [substitutions]

Sequence Types (n = 2)
247
250

BAPS clusters
1
2
3
4
5
6

Isolation Country
Belgium
Denmark
Switzerland
United Kingdom
United States of America
unspecified

1960

1980

2000

2020
Collection year

M. BAPS clusters, collection country and collection year mapped to a maximum likelihood whole 
genome SNP tree of ST247 and ST250 MRSA (n = 445). Leaves colored by sequence type



0 100 200 300
Evolutionary distance [substitutions]

Sequence Types (n = 1)
22

BAPS clusters
1
2
3
4
5

1990

2000

2010

2020
Collection year

Isolation Country
Switzerland
United Kingdom

N. BAPS clusters, collection country and collection year mapped to a maximum likelihood whole 
genome SNP tree of ST22 MRSA (n = 214). Leaves colored by sequence type.


	1. ST_frequency
	2. cgMLST_countries_historic
	3a. cgMLST_decade_historic
	3b. cgMLST_decade_all
	4. cgMLST_all
	5. phylo_tree_year_historic
	6. phylo_tree_year_swiss
	7. phylo_tree_resistance_all
	8. phylogeny_virulence_all
	9. phylo_tree_SCCmec_historic
	10. phylo_tree_SCCmec_all
	11. phylo_tree_year_ST239
	12. phylo_tree_year_ST247
	13. phylo_tree_year_ST22



