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Figure S3. Comparison between the 20-gene signature and the TCR/JS/CCR signaling

pathway gene signature in individual populations. The distribution of accuracy is based on

1,000 times of five-fold cross-validation. The dashed lines indicate the average classification

accuracy for the 20-gene signature or the TCR/JS/CCR signaling pathway gene signature. HC:

healthy controls; US: patients with uncomplicated sarcoidosis; and CS: patients with complicated

sarcoidosis.



