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Supplementary Figure 1. Contig length distribution.
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Supplementary Figure 2. |dentified taxonomic groups at the phylum, class and genus level.



STARCH AND SUCROSE METAROLISM
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Supplementary Figure 3. Diagram of the pathways involved in starch and sucrose metabolism. Pink

boxes indicate the genes identified in the microbiome. The pathway map was obtained from the
KEGG database .




Model (left) based on template
cSaycA

PDB header:transferase

Chain: A: PDB Molecule:4-o-beta-
d-mannosyl-d-glucose phosphorylase;
PDBTitle: crystal structure of
ruminococcus albus 4-o-beta-d-
mannosyl-d-glucose2 phosphorylase
(ramp1) in complexes with sulfate
and 4-o-beta-d-3 mannosyl-d-glucose
Confidence: EEELT Coverage: EFE
80 residues ( 92% of your sequence)
have been modelled with 99.9%
confidence by the single highest
scoring template.

Model (left) based on template
c5ho0A

Top template information
PDB header:hydrolase
Chain: A: PDB Molecule:extracellular
arabinanase;
PDBTitle: crystal structure of abna
(closed conformation), a gh43
extracellular2 arabinanase from
geobacillus stearothermophilus
Confidence: Coverage:
176 residues ( 98% of your sequence)
have been modelled with 100.0%
confidence by the single highest
scoring template.

Model (left) based on template c3ideA

PDB header:lyase

Chain: A: PDB Molecule:isocitrate
lyase;

PDBTitle: crystal structure of
isocitrate lyase from burkholderia2
pseudomallei

have been modelled with 100.0%
confidence by the single highest
scoring template.

Top template information

Confidence and coverage

Confidence: ERTNEZ Coverage: EERA

411 residues ( 93% of your sequence)

Model (left) based on template
c3qc2A

PDB header:hydrolase

Chain: A: PDB Molecule:glycosyl
hydrolase;

PDBTitle: crystal structure of a
glycosyl hydrolase (bacova_03624)
from2 bacteroides ovatus at 2.30 a
resolution

Confidence: FTTNEZ] Coverage: EFRT
343 residues ( 92% of your sequence)
have been modelled with 100.0%
confidence by the single highest
scoring template.

Model (left) based on template c5jozB
PDB header:hydrolase

Chain: B: PDB Molecule:non-
reducing end alpha-|-
arabinofuranosidase bogh43b;
PDBTitle: bacteroides ovatus
xyloglucan pul gh43b

Confidence: Coverage:

283 residues ( 89% of your sequence)
have been modelled with 100.0%
confidence by the single highest
scoring template.

Model (left) based on template didqua
Fold:TIM beta/alpha-barrel
Superfamily:Phosphoenolpyruvate/pyruvate
domain

Family:Phosphoenolpyruvate
mutase/Isocitrate lyase-like

Confidence: Coverage:

405 residues ( 84% of your sequence) have
been modelled with 100.0% confidence by
the single highest scoring template.

Supplementary Figure 4. Predicted protein structures of the top three reciprocal blast hits between
the metagenome and the genome of F. candida, corresponding to a glycosidase (A), an
arabinosidase (B), an isocitrate lyase (C). The predicted structures of the microbial genes are on the

left, the predicted proteins of the springtail are on the right.



Supplementary Table 1. Summary of antiSMASH results

Cluster type Number of contigs

Arylpolyene 1
Bacteriocin 4
Cf_fatty_acid 14
Cf_fatty_acid -Cf_saccharide 1
Cf_putative 96
Cf_saccharide 18
Cf _saccharide-Cf fatty acid 1
Ectoine 1
Hserlactone 3
Nrps 13
Nrps-Arylpolyene 1
Other 2
Siderophore 2
T1pks 1
T1pks-Nrps 1
T3pks 1
T3pks-Cf_saccharide 1
Terpene 5
TOTAL 166

For each type of secondary metabolite cluster, the number of contigs in F. candida’s metagenome in
which the cluster was detected is indicated. Cf indicates a putative cluster identified with the
ClusterFinder algorithm. Pks = polyketide synthase. Nrps = non-ribosomal peptide synthetase. The
complete output of the antiSMASH analysis is given in Supplementary File 3.



