Table S4. Validity of the STH-PAS tool

1. yaiO gene

Outcome + Qutcome - Total
Test + 99 0 99
Test - 3 37 40
Total 102 37 139

Point estimates and 95% CIs:
Apparent prevalence * 0 0
True prevalence * 0 0
Sensitivity * 0 0
Specificity = 1 1
Positive predictive value 1. 1
Negative predictive value 0.92 (0.80, O
Positive 1likelihood ratio Inf (NaN, Inf)
0 0
0 0
0 0
0 0
0 0
0 1

kO3

Negative likelihood ratio .03 (0.01,
False T+ proportion for true D- .00 (0.00,
False T- proportion for true D+ .03 (0.01,
False T+ proportion for T+ * .00 (0.00,
False T- proportion for T- * .07 (0.02,

% ok

Correctly classified proportion * .98 (0.94, 1.00)
* Exact CIs
2. khe gene
Outcome + Outcome - Total
Test + 10 0 10
Test - 0 129 129
Total 10 129 139

Point estimates and 95% CIs:

Apparent prevalence *
True prevalence *
Sensitivity *

Specificity =

Positive predictive value .
Negative predictive value 00 (0.97, 1.00)

0
0
1
1
1
1. )
Positive 1ikelihood ratio Inf (NaN, Inf)
0
0
0
0
0
1

3 3k

Negative 1ikelihood ratio .00 (0.00, NaN)
False T+ proportion for true D- .00 (0.00, 0.03)
False T- proportion for true D+ .00 (0.00, 0.31)
False T+ proportion for T+ * .00 (0.00, 0.31)
False T- proportion for T- * .00 (0.00, 0.03)
Correctly classified proportion .00 (0.97, 1.00)

* Exact CIs
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