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Fig. 3B

Fig. 3C

                  Tilia cordata root soil samples     

We present with pride an automated clusters analysis workflow of Tilia cordata rhizosphere mycobiomes. NGS
data was obtained from nursery pots and seedlings established in situ, a year after planting in the forest. FUNGuild
tool was used to divide species into six highly probable life styles: Bcn - biocontrol agents, End - endophytes, Myc
- mycorrhizas, Nop - non plant-oriented, Pat - pathogens, Sap - saprophytes. 

Fig. 2

NetCoMi [1] network analysis of
452 species (cut_off = 75) identified
in pots and field samples.
SpiecEasi method [2] - the measure
reliable for large communities was
chosen due to reliably high
modularity (0.36 for this graph).

The automated pipeline divided
clusters of different sizes from Fig. 1
by ecological categories contribution.
This approach helps to understand the
community composition and propose
biological functions, including taxa not
ecologically assigned (ENA) by
FUNGuild. 

Fig. 1

Only cluster_1 is dominated by co-occurence of pathogenic fungi 
Clusters 2 and 5 represent cooperating saprotrophs
Cluster_8 reveals putative interactions between mycorrhiza and their
helper fungi, which may supply them crucial nutrients

conclusions
The identified clusters appear to represent putative syntrophic-like [3]
interactions between ecological groups: 
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future perspectives
Guided by our approach one could study the available
genomes (including MAGs) of taxa from highlighted
clusters to search for genes functional to their lifestyle[4]. 

Field and pots mycobiota form
distinct dendrogram units (red
boxes) obtained by pairwise
clustering. It reflects different
transition rates of exogenous taxa to
the rhizosphere of those two groups
- clearly an effect of pots' isolation.

Putative ecological categories in plant-fungal
interactions revealed by differential network analysis
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