Rootstock genotype shapes vine functional traits and associated microbiomes, with predominant shifts in the phyllosphere
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Supplementary Information 1
LEFSE analysis of phyllosphere and rhizosphere of bacterial and fungal communities in 2023 and 2024 and PCA of predicted bacterial functional pathways in the phyllosphere at veraison in 2023 and 2024










[image: ]Fig. S1 LEfSe analysis of phyllosphere bacterial communities at flowering in 2023Treatment
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Fig. S2 LEfSe analysis of phyllosphere bacterial communities at veraison in 2023

[image: ][image: ]Fig. S3 LEfSe analysis of phyllosphere bacterial communities at flowering in 2024Treatment
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Fig. S4 LEfSe analysis of phyllosphere bacterial communities at veraison in 2024 


[image: ]Fig. S5 LEfSe analysis of rhizosphere bacterial communities at flowering in 2023Treatment

[image: ]Fig. S6 LEfSe analysis of rhizosphere bacterial communities at veraison in 2023 Treatment



[image: ]Fig. S7 LEfSe analysis of rhizosphere fungal communities at flowering in 2024Treatment

[image: ]Fig. S8 LEfSe analysis of rhizosphere fungal communities at veraison in 2024Treatment
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[image: ][image: ]Fig. S9 LEfSe analysis of phyllosphere fungal communities at flowering in 2023Treatment
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Fig. S10 LEfSe analysis of phyllosphere fungal communities at veraison in 2023


[image: ]Fig. S11 LEfSe analysis of phyllosphere fungal communities at flowering in 2023[image: ]Treatment
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Fig. S12 LEfSe analysis of phyllosphere fungal communities at veraison in 2023


[image: ][image: ]Fig. S13 LEfSe analysis of rhizosphere fungal communities at flowering in 2023Treatment
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Fig. S14 LEfSe analysis of rhizosphere fungal communities at flowering in 2023


[image: ]Fig. S15 LEfSe analysis of rhizosphere fungal communities at flowering in 2024[image: ]Treatment
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Fig. S16 LEfSe analysis of rhizosphere fungal communities at veraison in 2024


[image: ]Fig. S17 Principal Component Analysis (PCA) of PICRUSt2-predicted bacterial functional pathways in the phyllosphere at veraison in 2023 (a) and 2024 (b).Treatment
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