Figure S3A
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Kp CP995_08720 1 ...... MDRTKE ALVG I KRTNDTLDR | YKQDMKNY | HEED Q 73
Sa MhgR 74 EED EKDKDBIK KEOSQMAD KBAETLTKARDVEBTKDELT 1 LacaF RELSAQSTEY - - - 144
Bs MhgR 72 BEC KASPTHR KB I GLLND ODHAAEIDEM | SYESEEEYE EMEKR VG LNAKGF HNK 145
Bc_21485 80 BEK R SEESF | AR GHEQWIIHOSREMET KDEKDELLDL IGKYEK- - - - - 148
Ba_04455 80 BEK R SBESF I AS GHEQWIIHOSEEMET KEEKDELLDL IGKYEK- - - - - 148
Sn_1735 78 EEK R ABNELMNEVERKHKADIKE | BAGENT SEKEMM | Q0 LGYYAEKL- - - 148
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Sx BU121 11800 74 EEE QORDEGBK KB AMMD E DHASTLESTESYHETHND LTVIQGA LSADPIE- - - - 143
Ss A0131_01385 74 EEE YVKDPOBIK KERTLMDO LHACALTSTRAVETEEELASLAH | LEADAK- - - - - 142
Kp CP995 08720 74 EVK RADEQDHK SEHELMER ofAETHEKARS I HDDEBLA | FRRA | SANSTE- - - - 143

Fig. S3A. Protein sequence alignments of MhgR homologs in bacteria. Alignment was performed with ClustalQ2 and presented in Jalview. Intensity of the blue color
gradient is based on 50% sequence identity. The following protein sequences were aligned and the % identity to MhgR of S. aureus is given in parenthesis: MhgR (SACOL2531)
of S. aureus COL, MhgR (BSU13670) of B. subtilis (38.1%), CN491 21485 of B. cereus (43.3%), CN907_04455 of B. anthracis (42.0%), HMPREF9372_1735 of Sporosarcina
newyorkensis (43.2%), EF_1668 of Enterococcus faecalis (43.8%), YusO of Streptococcus pneumoniae (42.0%), WA34 10590 of S. agalactiae (43.8%), BUZ41 02330 of S.
haemolyticus (77.8%), BU121 11800 of S. xylosus (66.7%), A0131 01385 of S. saprophyticus (67.4%) and CP995 08720 of Klebsiella pneumoniae (58.3%). The non-
conserved cysteine residues in MhgR homologs are marked in red.
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Figure S3B (continued)
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Fig. S3B. Multiple protein sequence alignments of the MhgqR and QsrR-regulated phospholipase MhgD and dioxygenases MhgE, CatE and CatE2 of S.
aureus with homologous enzymes of B. subtilis. The alignment was performed with ClustalQ2 and is presented in Jalview. Intensity of the blue color gradient is
based on 50% sequence identity. The following protein sequences were aligned and the % identity between S. aureus and B. subtilis enzymes is given in parenthesis:
MhgE (SACOL2530) of S. aureus COL with MhgE (BSU19570) of B. subtilis (35.4%), MhgD (SACOL2529) of S. aureus COL with MhgD (BSU19560) of B. subtilis
(38.8%) and CatE2 (SACOL2533) of S. aureus COL with CatE (BSU08240) of B. subtilis (34.8%) and CatE (SACOL0408) of S. aureus COL with MhgA (BSU12870) of
B. subtilis (35.4%).



