S1 Fig. Datasets meta-analysis pipeline.

Overview of the selection criteria and data analysis pipeline used. Expression profiles of human whole
blood or blood cell populations from case control studies for Tuberculosis (TB) and rheumatoid arthritis
(RA) were aquired through the Geoquery package in R, and further data normalization, analysis, and

initial visualization were carried out through the different analysis modules in the NetworkAnalyst tool.
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Individual dataset normalization and analysis
* log2 transformation followed by auto-scaling
* Benjamini—Hochberg's False Discovery Rate (P < 0.05)
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Batch effect Adjustment
* ComBat batch effect
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Meta-analysis
* Combined ES with REM (P < 0.01)
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