[bookmark: _GoBack]Table S3. Likelihood ratio (LR) values from the generalized linear model (GLM) on bacterial classes found in the bacterial communities from the different treatments and over the experiment. The corresponding p-values are shown in Table 1. The GLM was applied in pairwise comparisons between the treatments. Bacterial classes are classified according to their relative abundance in the communities into abundant, moderate, and rare taxa. The factor “Sampling” refers to changes throughout the experimental time. LR values shown in bold correspond to p-values that were found to be significant (p < 0.05).
Adjusted p-values from the generalized linear model (GLM) on bacterial classes found in the bacterial communities from the different treatments. The GLM was applied in pairwise comparisons between the treatments. Bacterial classes are classified according to their relative abundance in the communities into abundant, moderate, and rare taxa. The factor “Sampling” refers to changes throughout the experimental time. Overall effects from the different pairwise comparisons are shown. Significant p-values are shown in bold. 
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Overall effects 309.70 963.80 279.40 973.50 78.10 1279.40 40.30 1896.10 307.50 1155.20 276.70 1182.10
Actinobacteria 2.18 11.50 1.63 8.33 0.44 11.50 0.10 13.95 2.89 11.49 2.40 15.05
Alphaproteobacteria 0.02 27.80 0.18 25.28 0.73 43.46 0.20 28.79 1.07 33.07 0.45 22.08
Betaproteobacteria 1.23 2.94 2.52 18.13 8.20 12.02 2.32 26.33 7.64 14.05 0.97 38.88
Ab;‘:::"t Flavobacteriia 0.01 21.05 1.63 18.34 5.95 38.50 0.09 60.75 4.93 27.76 3.77 26.21
(>1%) Gammaproteobacteria 3.50 21.30 1.46 21.47 2.63 29.56 0.27 58.59 8.72 45.06 5.61 47.22
Planktomycetia 1.02 80.05 0.32 72.95 0.58 80.15 0.34 88.06 0.59 92.16 0.04 92.86
Spartobacteria 1.32 30.47 1.41 29.56 4.86 37.70 0.06 49.67 3.85 29.60 3.40 30.27
Sphingobacteriia 5.73 56.04 3.73 57.64 0.07 63.20 0.01 103.04 0.90 63.97 0.65 65.48
Bacilli 5.24 10.77 3.55 11.23 10.27 20.41 0.02 109.15 8.68 20.20 9.71 19.66
Clostridia 29.01 10.34 31.06 12.87 7.10 6.72 0.27 108.13 47.73 43.04 49.25 42.69
Chlamydiia 22.50 18.13 20.32 19.20 0.00 30.36 0.32 21.75 21.84 31.06 19.74 37.42
M‘;‘:ifte Cytophagia 3.57 40.44 0.69 45.88 0.01 84.64 0.12 59.96 0.45 39.11 0.12 44.08
(0.1% - 1%) Deltaproteobacteria 10.82 26.69 8.78 24.63 0.26 19.57 0.54 63.67 8.27 31.18 6.19 28.77
Gemmatimonadetes 38.94 13.54 19.37 6.85 1.53 12.66 0.30 67.26 22.64 15.99 24.00 8.39
Opitutae 2.22 22.55 2.97 18.60 0.38 26.10 0.06 71.34 1.14 45.16 1.82 43.44
Verrucomicrobiae 1.66 17.12 2,42 20.32 0.12 33.34 1.21 37.87 0.80 15.65 0.01 20.87
Acidobacteria_Gp1 33.05 3.61 37.58 7.69 0.01 7.21 0.00 45.79 31.01 25.09 35.41 23.90
Acidobacteria_Gp2 29.95 14.57 31.37 12.52 1.53 4.81 0.03 31.95 17.22 13.50 17.71 13.53
Rare Ktedonobacteria 32.18 10.28 40.00 13.69 0.41 3.31 0.04 15.48 28.91 10.21 36.57 14.71
taxa Negativicutes 3.64 17.81 1.88 15.67 3.54 12.07 1.94 11.59 9.05 9.21 9.21 5.24
(< 0.1%) Phycisphaerae 7.40 44.55 1.76 39.77 0.51 34.89 2.29 66.51 4.85 39.58 0.50 34.82
Candidatus_Hydrogenedens 4.81 17.74 2.78 12.40 0.42 16.04 0.30 42.87 6.25 18.66 4.15 16.27
Subdivision 3 12.77 32.37 7.16 33.62 0.67 27.78 1.51 67.15 6.97 32.85 2.69 36.42
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