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Figure S1. Schematic of the iPRM method analysis of CFP-10 from patient blood samples. Serum or plasma samples are trypsin digested to generate peptide fragments and then spiked with a stable-isotope-labeled internal standard peptide matching the target peptide sequence. Target and internal standard peptides are then precipitated with an antibody specific for the CFP-10 target peptide and analyzed by mass spectrometry, using the internal standard peptide signal intensity and known concentration to quantitate the target peptide. Both peptides have the same retention time due to their identical sequence, but the internal standard has a defined mass-to-charge ratio offset due to the inclusion of a fixed number of stable-isotope-labeled amino acids.
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