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Figure S4: Phylogenetic detail of cluster 2c (FarR-E93EE) strains.
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Fig. S5A: lysR-leuA locus and accumulated pseudogenes in FarRE93EE strains. lysR, LysR 
family transcriptional regulator; leuA, putative isopropylmalate synthase; tsaC, putative 
threonylcarbomyladenylate synthase; JH1_0997, membrane associated protein; JH1_0998, 
putative phospholipid binding protein. The location of single nucleotide polymorphisms that 
confer pseudogenes in different strains are indicated by arrows; (1), Y6* premature stop 
codon in SA-1B; (2), frameshift at codon I24 in KUH180129; (3), frameshift at I78 in SH-4, 
SH-3, SH-2, M19, M153-2, M392, M212, and M209; (4), frameshift at K294 in 
KUH180129; (5), frameshift at G214 in KUH180129; (6), frameshift at S87 in M1510, 
M1516, M1523, and M1528. 

Fig. S5B: Nucleotide sequence and location of indels at polyA segments in leuA 
(SaurJH1_0995). Bold underlined segments represent sites 2, 3 and 4 respectively in S5A, 
and the bold italic segment indicates the site of a frameshift in some FarRP165L strains.
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ATGATTCGAATTCAAGATAATACAATAAGGGATGGTATGCAACAAAGTAATGTTCGAAAAAGTCTAA
TTATAAAAAAAGAAGTATTGAAACAAATTAACAAGTTAAATATAAATTCTGTTGAAGTAGGCATGTG
TACAACTATCGAGGATGAATTTAATATTCATCAATTCAGAGACATTTTAAGTCCTGAAAAAGAATTA
GTAGTATTGACTAGGCTTAATGAAAAAGAAATAAAAAAAATAGTCAAATTGAAAATTCATAATTTAG
TGGTAAAAATACTATTGCCAATATCTGACTTGCATATAAAAGAAAAGCTTAATTTTTCAAATAAATA
TTATATTCAGAAAATCAAAGACTGCTTGGATATATTAAAGAAAGATAAAAAAGGAGTAGATATTTGT
TTTGAAGATGCAACAAGGACTTCTAGAGAAAAATTGAAAGAATACATGGAAATTATTTCAAAATATC
AAGTTAGAACAGTTACATTTGCGGACACTGTAGGATGTTCGACACCATTAGAATACGGAGATATTTT
TAATTACTTTGTAAAAAAATATTCTAACATAATTTTTTCTGCTCATTGTCATAACGATCTAGGGTTG
GCTACTGCAAATACATTAGCTGCAATTTTAAATGGTGCAAAGCAAATAGAAACTACATTTTTGGGAA
TTGGTGAGAGAGCGGGTAATGCTCCTATTGAGGAAATAATTACTATTTTGACAAAAAAACAAATAGA
AAGTACGGAATTCACTTTACCCGACGTATATAAAACTAGTATTAATATTTCTAAAATTCTCGATTTT
CAAATATCAGAAAACAAACCTATAATTGGTGAAAATATATTTAAACATGAATCAGGAATTCATCAAG
ATGGTACTAAAAAAAATATAAATATGTATCAATATTTAGTTCCTAGTGATTTAGGATTGAAAAATTC
ACAAGTTGTTCAGTTTCCAATAAGTAATATTTCTAGTAAGAAAATCTTGCACAATAAATTTAAATCA
ATAGTTAACACTGAAGAAATTGATGAAAATATTTCTTTCTATAAACTTGTGAACAAGTTTTCACCTG
AAGTAGCACCTGAAGATACAGTGGATTTACTTCAGATAATAAAAAGGAGGAGTAAAGATGGAAATTT
TAAATGA
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Figure S6. Phenotype of FarRE93EE strain M1516 is consistent with a defect in uhpT.  

(A), Growth of S. aureus strains N315, M182 (FarRC116Y) and M1516 (FarRE93EE) in CDM 

containing glucose or glucose-6-phosphate (G6P) as carbon source.  All data points represent the 

mean ± SD from triplicate 3 mL tube cultures after 24h growth. Statistically significant differences 

(****, P<0.0001; ***, P<0.001; *, P<0.05) compared to S. aureus N315 were determined by 

Tukey’s multiple comparison test. (B), Fosfomycin sensi-disc assay. A Fosfomycin sensi-disc 

(BBL) containing 200 µg fosfomycin was placed on the surface of a TSA plate that had been 

swabbed with S. aureus N315, M182 or M1516. Plates were photographed after incubation at 37ºC 

for 18h.  

 
 




