Table S2. Details of C. diphtheriae strains

Strain Biovar Country 'Year'of GenI_Bank ST tox Source Reference
isolation  accession no. gene
PW8 mitis USA 1896 CP003216 44 + Diphtheria [1]
NCTC 03529 mitis UK <1932  AJGI0O0000000 - + Diphtheria [2]
NCTC 05011 intermedius UK <1932 AJVH01000000 143 + Diphtheria [3]
C7 (B) ™ mitis 1954 CP003210 26+ Lab strain [1]
31A - Brazil 1978 CP003206 - + Diphtheria [1]
NCTC 13129 gravis UK 1997 BX248353 8 + Diphtheria [4]
CDC E8392 mitis USA CP003211 50 + Diphtheria [1]
241 - Brazil 1981 CP003207 175 - Diphtheria [1]
VA0l gravis Brazil 1999 CP003217 80 - Diphtheria [1]
HCO1 mitis Brazil 1993 CP003212 175 - Fatal endocarditis [1]
HCO02 mitis Brazil 1999 CP003213 176 - Endocarditis [1]
HCO03 mitis Brazil 2000 CP003214 171 - Endocarditis [1]
HCO04 gravis Brazil 2003 CP003215 128 - Fatal endocarditis [1]
INCA 402 belfanti Brazil 2000 CP003208 173 - Pneumonia (cancer patient) [1]
BHS8 - Brazil CP003209 172 - Antibiotic resistant [1]
Aberdeen gravis UK 2009  AUZ000000000 32 - Persistent sore throat [5]
ISS 3319 mitis Italy 1997  JAQO00000000 26 - Severe pharyngitis/tonsilitis ~ This study
ISS 4060 gravis Italy 1999  JAQNO00000000 5 - Severe pharyngitis/tonsilitis ~ This study
ISS 4746 gravis Italy <2001 JAQP00000000 32 - Severe pharyngitis/tonsilitis ~ This study
ISS 4749 gravis Italy <2001 JAQQO00000000 32 - Severe pharyngitis/tonsilitis ~ This study

Note: ST designations for strains NCTC 03529 (atpA-2, dnakE-4, dnaK-70, fusA-6, leuA-7, odhA-16, rpoB-9) and 31A (atpA-2, dnaE-2, dnaK-
New, fusA-3, leuA-3, odhA-2, rpoB-3) could not be assigned because they have new combinations of alleles.
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