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Figure S1. Glycerophospholipids contributing to Mycobacterium tuberculosis inner membrane composition. (A) Phosphatidylethanolamine (PE) composition across the analyzed strains. (B) Cardiolipin (CL) composition across the analyzed strains. (C) Phosphatidylinositol (PI) composition across the analyzed strains. Relative abundance is expressed as the proportion of each individual lipid species relative to the total abundance of all lipids within the same subclass, such that the cumulative abundance of each subclass equals 100%.
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Figure S2. Glycerophospholipid composition across the analyzed Mycobacterium tuberculosis strains. (A) Diacylglycerophosphoethanolamines (PE) grouped by total number of carbon atoms. (B) PE grouped by number of double bonds in the acyl chains. (C) Cardiolipins (CL) grouped by total number of carbon atoms. (D) CL grouped by number of double bonds in the acyl chains. (E) Diacylglycerophosphoinositols (PI) grouped by total number of carbon atoms. (F) PI grouped by number of double bonds in the acyl chains. Relative abundance is expressed as the proportion of each individual lipid species relative to the total abundance of all lipids within the same subclass, such that the cumulative abundance of each subclass equals 100%.
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Figure S3. Acylated diacylglycerophosphoinositol mannoside (AcPIM) composition across the analyzed Mycobacterium tuberculosis strains. (A) AcPIM species ranked according to their contribution to the total AcPIM subclass. (B) AcPIMs grouped by total number of carbon atoms in the acyl chains. (C) AcPIMs grouped by number of double bonds in the acyl chains. Relative abundance is expressed as the proportion of each individual lipid species relative to the total abundance of all AcPIMs, such that the cumulative abundance of the subclass equals 100%.
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Figure S4. Glycerolipids in the panel strains. A – the abundance and the ratio between glycerolipids in subclasses; B – the abundance of TG with odd and even fatty acids in 2373 pXDR and 5228 XDR isolates. MG – monoacylglicerols; DG – diacylglicerols; TG – triacylglicerols.
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Figure S5. Abundance of mycobactins in the panel strains. Mtb-Fe – mycobactins without iron; Mtb+Fe – mycobactins with trapped iron; B – mass spectra of Mtb+Fe in 1461 23 sensitive and 2373 pXDR strains.
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Figure S6. Mycolic acids (MA), phthiocerol dimycocerosates (DIMA) and phthiodiolone dimycocerosates (DIMB) in the panel strains. A – presence of alpha-MA, keto-MA, methoxy-MA and DIMA/B; B – mass spectra of MA and DIM observed in panel strains as methylated molecules or as ammonium adducts.
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