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Features Average P.value Average P.adjusted OOB error rate (%) AUC
Zygosity 0 ns ns ns ns

Delivery Route 0 ns ns ns ns

Feeding Type 0 ns ns ns ns

Delivery Site 0 ns ns ns ns

Race 0 ns ns ns ns

Pre-preg BMI Cat 1 6.63E-04 4.65E-02 48.05 0.57

Mother or Infant 47 2.54E-04 1.03E-02 2.6 0.99
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