Blood transcriptomic diagnosis of active TB with five genes
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BACKGROUND
« Confirming the diagnosis of active tuberculosis (TB) requires samples from the site of disease. Peripheral blood transcriptional profiling offers a potential
alternative. Multiparametric blood transcriptomic signatures of TB have been described as potential diagnostic tests.
AlIM
 |dentify the minimal set of genes that can accurately diagnose active TB, both pulmonary and extrapulmonary, and evaluate their specificity.
METHODS
« Support vector machine learning (SVM), combined with feature selection, was used to identify a minimum TB-specific signature then classify active TB vs
health or fever. Performance shown by receiver operating characteristic (ROC) curves, area under curve (AUC) represents accuracy of classification.
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