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In the heatmap below, dark purple shading indicates a high probability of

antigen-specific response according to COMPASS. Rows represent subjects
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negative to TST and QFN tests despite high levels of exposure to
Mycobacterium tuberculosis) possess non-IFNg T cell responses to

ESAT-6 & CEFP-10 Peptides in CD4+CD8- T cells Mtb-specific protein peptides (ESAT-6 and CFP-10), which provides
immunologic evidence of exposure to Mtb.
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These responses (in the reanalyzed dataset) are indicated by

0 a red dashed line in the heatmap. They are distinguished from
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individuals possess both IFNg+ and IFNg- responses to TB
antigens. This result was observed in both the original and
reanalyzed COMPASS runs.

reanalysis was performed using the inverse hyperbolic sine
function.
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cytokine.
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