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Global gene expression profiling identifies new
therapeutic targets in acute Kawasaki disease
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Discovery set samples
459 patients

Sample selection and processing®
RNA extraction, amplification,
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Figure S5: Performance of the 59-transcript 1 s.e elastic net signature by iliness day at sample

collection in validation set
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TB diagnhosis by Host response array

Table 3. Diagnostic performance of the TBOD disease risk score and the Xpert MTB/RIF @ in the Kenyan validation cohort.

TB vs. Other Diseases — HIV + &HIV- combined
89 0 771
o | Area under ROC curve (95% CI) (B2.3-049) (69.9- B5.T)
3 82.9 54.3
; Sensitivity, % (95% Cl) (686 - 94.3) (37.1 - 68.6)
= 836 100 .0
Specificity, % (95% CI) (T46-92.7) {100.0 - 100.0)
Culture Negative TB vs. Other Diseases — HIV + &HIV- combined
702 53.4
% a Area under ROC curve (95% CI) (8.7 -T9.7) (50.0-57.9)
g 3 432 6.5
g ; Sensitivity, % (95% CI) (27.3-56.8) (0—-136)
gF 83.6 100. 0
© Specificity, % (95% CI) (727 -92.7) {100.0 - 100.0)




Disease Risk Score

Are we missing a lot of TB diagnosis ?
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