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Figure S1. The M1-CovS- Y39H strain lasts more than the M1-CovS-WT mutant strain 2 

in mouse throat. Mice were infected with M1-CovS-WT and M1-CovS-Y39H strains. 3 

intranasally (n = 6) with 5 x 108 and 1.2 x 109 cfus, respectively. Intranasal and throat swabs 4 

were carried out daily until day 5. S. pyogenes, as attested by numbering cfus on plates, were 5 

found in both intranasally and in the throat (not shown for the intranasal samplings). Then only 6 

throat swabs were done, every other day until day 14 and then weekly. A) Swabs from days 1 7 

to 14, B) swabs from days 1 to 41, indicating only the weekly values. Median values are 8 

indicated by, a red dash for the M1-CovS-WT strain and a blue one for the M1-CovS-Y39H 9 

strain.  10 
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Table S1. Primer sequences 12 

Oligonucleotides Sequence (5’à3’) Target 
gene 

gyrA1 GCCATGAGTGTCATTGTGGC gyrA gyrA2 GGCGATAACTCCACCACTGA 
speA1 CGCAAGAGGTATTTGCTCAA speA speA2 GCCATCTCTTGGTTCTTAAG 
speB1 CCGCTGGTAGAGTATCCTA speB speB2 GCTAACCCAGTATTTGCCG 
grab3 GGCCGTAATATTACTTTCGGAG grab grab4 GCTACAGTTTATAATAGCTTGAAAGAC 
has1 GGAACATCAACTGTAGGAATTTAT hasA has2 GCATCTGTGTTTGAACTCC 
ska1 GCACTGCTGTTTGCATTAAC ska ska2 GCAAATGGTTTTGATTTTGGACT 
gasslo_F ACCGTATCAGCAAACCTTCCT slo gasslo_R ACTAAAGGCCGCTTCAACATC 
CovSF CGACTCTAGAGGATCCGGGTTAGAAACTGCTTTGGA covR 
CovSR CCATGATTACGAATTCCGGTGTTCGTAATTCATGG covS 
F_Cov CGCTAGAAGACTATTTGACCA covR 
R_Cov CCTTGTACGCGAATCATGT covS 

The letters in italic correspond to the nucleotide required for the “In fusion” cloning.  13 
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Table S2. RNAseq analysis of Streptococcus pyogenes M1-CovS-WT and M1-Cov-Y39H 15 
transcript abundance in THY broth or THY supplemented by 15 mM Mg++. 16 

a) Genes differentially expressed in M1-CovS-Y39H/ M1-CovS-WT comparisons (unsupplemented THY) 17 
with Foldchange (FC) >2 and adjusted p-values < 0.05 18 
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 20 
b) Genes differentially expressed in Mg2+ supplementedTHY in M1-CovS-WT strain (FC>2 and adjusted 21 
p-values ≤ 0.05) and with adjusted p-values < 0.05 but FC< 2 in M1-CovS-Y39H/ M1-CovS-WT 22 
comparisons 23 

  24 
 25 
c) Genes differentially expressed in Mg2+ supplemented THY in M1-CovS-WT strain (FC>2 and adjusted 26 
p-values ≤ 0.05) and not differentially expressed in M1-CovS-Y39H/ M1-CovS-WT comparisons (FC <2 27 
and adjusted p-values >0.05) 28 
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The results are expressed as log2 fold changes. 32 
The corresponding p-values, after multiple testing adjustment procedure  are indicated  33 
green, genes that are under expressed in at least one of the conditions; orange, genes that are 34 
overexpressed in at least one of the conditions  35 
 36 


