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Supplementary Figure 1. Heatmap representing vOTUs identified in the different materials: no-
template controls (red), paired PBS controls (pink) and endotracheal samples (blue) after the

first decontamination step. The vOTUs retained for analysis are shown in green. The intensity of

vOTUs, expressed as RPKM is represented according to a colour gradient ranging from blue (low

level) to red (high level).
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Supplementary Figure 2. Heatmap representing vOTUs identified in the different materials: no-
template controls (red), paired PBS controls (pink) and endotracheal samples (blue) after the
final decontamination step consisting of substracting the maximum control signal from each
sample. The intensity of vOTUs, expressed as Viral Decontaminated Ratio (VDR), is represented
according to a colour gradient ranging from blue (low level) to red (high level).
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Supplementary Figure 3. Boxplots representing relative abundances of bacteriophages and
eukaryotic viruses stratified by BPD status (left), oxygen requirement (middle) and mode of
delivery (right). (Mann-Whitney U test: *p < 0.05, **p < 0.01, ***p < 0.001)
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Supplementary Figure 4. Relative abundances (top) and occurrences (bottom) of endotracheal
bacterial genera identified via 16S rRNA-seq.



BDR

Species Abundance Across Samples

4001

300 1

200 1

Species

B Aciovoraxsp; Kks102_O164
Escherichia.coli_O1
Fusobacterium.animalis_065

Fusobacterium.nucleatum_0O61

Prevotella bivia_01436

Pseudomonas fragi_01425

Rahnella.aquatilis_O101
Raoultella.terrigena_0162
Streptococcus.agalactiae_063

Streptococcus.anginosus_059

Porphyromonas.asaccharolytica_ 01388

Psychrobacter.sp; PAMC27889_0175

Streptococcus.constellatus_ 066
Streptococcus.dysgalactiae_ 064
Streptococcus.gordonii_O71
Streptococcus.intermedius_069
Streptococcus.milleri_068
Streptococcus.periodonticum_0O60
Streptococcus.sp; KS.6_067
Streptococcus.sp; NSJ.72_070
Streptococcus.suis_062
Ureaplasma.parvum_01478

Ureaplasma.urealyticum_01479

Supplementary Figure 5. Abundance of transcriptionally active bacterial species (Bacterial
Decontaminated Ratio) in endotracheal samples.



A Wilcoxon test, W =119, p = 0.23, n = 31 Wilcoxon test, W =91.5, p = 0.58, n = 31
Kruskal-Wallis Test
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Supplementary Figure 6. Boxplots of Shannon index and richness according to bacterial genera
identified by 16S rRNA-seq (A-B) and RNA bacterial species identified by metaRNA-seq (C-D), and
stratified by gestational age (left), delivery mode (middle) and BPD status (right). (Mann-Whitney
U test: *p < 0.05, **p < 0.01, ***p <0.001)
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Supplementary Figure 7. Optimal number of clusters as suggested by Total Within Sum of
Square, Average Silhouette width and gap statistic methods.



