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Supplementary Figure 1. Quality control testing of the secreted protein microarray
indicates a high degree of reproducibility. Intensity scatter plots of two representative
analyses of serum samples from HC groups, LTBI groups and ATB groups (selected
randomly). To examine the reproducibility of experimental results, the correlation between
the intensities of quantified proteins on any two runs were analyzed. The average Pearson
correlation coefficient (R2) was 0.99, suggesting the reliability and reproducibility of the

microarray experiments was high.
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Supplementary Figure 2. Hierarchical clustering analysis of differential proteins.
Hierarchical clustering analysis of differential proteins from the ATB and LTBI comparison
(a), ATB and HC comparison (b). The color bar representing the signal intensity of the
antigens is shown on the right. The heatmap was draw using the ‘pheatmap’ package

(v1.0.12).



