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Supplementary Table S1 — Permanova tables. * p < 0.05; . p< 0.1
Bray-curtis | Df | Sums of Mean F. model R? Pr(>F)
squares | squares
Phenotype 1 0.2699 | 0.269869 | 1.61368 | 0.05222 | 0.04639 *
Treatment 1 0.1303 | 0.130287 | 0.77905 | 0.02521 | 0.76405
PXT 1 0.0849 | 0.084941 | 0.50790 | 0.01644 | 0.99440
Residuals 28 | 4.6827 | 0.167238 0.90613
Total 31 | 5.1678 1.00000
Weighted | Df | Sumsof | Mean F. R? Pr(>F)
Unifrac squares | squares | model
Phenotype | 1 0.2797 | 0.27969 | 1.44076 | 0.04673 0.06879 .
Treatment | 1 0.1383 | 0.13827 | 0.71228 | 0.02310 0.86643
PXT 1 0.1317 | 0.13170 | 0.67844 | 0.02200 0.91542
Residuals | 28 | 5.4356 | 0.19413 0.90816
Total 31 | 5.9853 1.00000
Jaccard Df | Sums of Mean F. R? Pr(>F)
squares squares | model
Phenotype | 1 | 0.5649 0.56487 | 1.28554 | 0.04153 | 0.05059.
Treatment | 1 0.3914 0.39136 | 0.89067 | 0.02877 | 0.78124
PXT 1 0.3421 0.34215 | 0.77867 | 0.02516 | 0.98640
Residuals | 28 | 12.3032 0.43940 0.90454
Total 31 | 13.6016 1.00000




Supplementary Figure S1 - a) Venn’s diagram performed for the variable treatment.
Heatmap of the ten most abundant unique OTUs belonging to air and submergence
conditions grouped by Phylum (b, c¢) and Family (d, e). Unique ASVs for air and
submergence are in bold.

(a)
(b) Air (c) Submergence
Tolerant Sensitive Phylum 14 Tolerant Sensitive Phylum
Proteobacteria 12 Gemmatimonadota
Actinobacteria Actinobacteriota
Planctomycetota 10 Planctomycetota
Firmicutes 8 Proteobacteria
Bacteroidota Acidobacteriota
Verrucomicrobiota 8 Myxococcota
Acidobacteriota a Bacteroidota
Myxococcota Verrucomicrobiota
Gemmatimonadota 2 Chloroflexi
Patescibacteria 0 Firmicutes
(d) Air (e) Submergence
Tolerant Sensitive Family Tolerant Sensitive Family

Rhizobiaceae Sphingobacteriaceae
Azospirillaceae Oxalobacteraceae
Beijerinckiaceae Xanthobacteraceae
Chitinophagaceae Belferinckiaceae
Flavobacteriaceae Bacteroidaceae
Paenibacillaceae Vicinamibacteraceae
Bacillaceae Sphingomonadaceae
Sphingomonadaceae Paenibacillaceae
Microbacteriaceae Chitinophagaceae
Oxalobacteraceae Pseudomonadaceae
Air Sub Function
Phosphodiesterase 10
Fatty acid elongation 9
RNA polymerase sigma B factor
Nitric oxide synthase 8
Xylene degradation . 7
Diphosphate-dependent phosphofructokinase 6
Starch and sucrose metabolism
Putrescine oxidase 5

Supplementary Figure S2 - Functional analysis performed by MicFunPred tool by using
the KEGG ORTHOLOGY (KO) database depending on the treatment variable (FDR,
P<0.05).
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