Table S1. Demographics characteristics of infected patients

1 M 870 28 74 384/7 n/a
2 F 810 282/7 10 295/7 n/a
3 M 750 243/7 591 n/a 68 6/7
4 F 770 253/7 14 273/7 n/a
5 M 900 252/7 30 29 4/7 n/a
6 M 2540 36 3/7 59 n/a 46/7
7 M 3655 39 45 n/a 53/7

cGA: corrected gestational age; CA: corrected age; n/a: not applicable



Figure S1. Relative abundances of bacterial genus in a mock DNA sample analysed using different marker gene
amplicon deep sequencing protocols
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Figure S2. Correlation between theoretical and experimental relative abundances of bacterial generain a
mock DNA sample for three different marker gene amplicon sequencing protocols
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