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[bookmark: _Hlk199503802]Supplementary Figure S7. Sequence alignment of the AG bulge and apical loop regions of S. aureus T-box riboswitches. T-boxes affected by T-box-I are marked in red, while those that are unaffected are marked in green. The alignment also includes the glyS T-boxes from O. iheyensis, G. kaustophilus and B. subtilis. For the alignment, highly conserved nucleotides (80–100%) are indicated in dark blue, moderately conserved nucleotides (50–80%) are indicated in blue, and less conserved nucleotides (≤50%) are indicated in light blue. Alignment numbering corresponds to the numbering of O. iheyensis glyS T-box.
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AUUAGCGACUCUA - -GGAUAGUGAAAGCUAG
CGAAGCGAGCCGG - -GGGCGGUEGGAGCCCG
GAAAGCGACCUUA - -GGGCGGUGUAAGCUAA
UACAGICGAGUUAA - -GGAUAGUGUAAGCUUA
UAGGEGAGAAUAA -U-GG- - - -IUGACUGCAAG
AUCAGAGAGCUUGU -GGUUAGUGUGAACAAG
UGCAGAGAGUGUAC -GGUUGCUGUGAGUACA
AACAGAAAGUUAGU -GGAUGAUGUGAACUAA
AUCAGAGAUGUACU-GGUUGGUGA AAAGUAC
UACAGAGAGUCUUU - AGUAGCIUGAGAGAAGA
CACAA -GAAGAGGU -GCUUUAUGA AAAGUAA
UACAGAAAGCUAG - - UGAUGCIUGAGAGCUAG
AUCAGAGAGCUAGU -GGUCGCIUGUGAACUAG
CACAGCGAAUUAGG - UAAUGGUGAGAGCCUA

CACAGAAAGCCAUU-GUUUGAUGAGAAUAUG
AAGAGAGCAUAUGAUUUGGUGUGAGUAUGUA
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