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Figure S1. Monod kinetic visualizing the acetate usage. The growth rate (p) is
plotted as a function of acetate concentration (mM). The curve represents the Monod
model fit, characterized by a maximum growth rate (unax) of 1.04 h™ and a half-
saturation constant (K,) of 69 mM. Data are shown as mean and standard deviation of
of the mean for three biological replicates.
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Figure S2. Structure prediction of the Excalibur Domain Protein using AlphaFold3. The protein’s N- and
C-termini are labelled. The residues of the Ca2* binding motif DxDxDGxxCE (Rigden et al. 2003) are shown in
maroon sticks. The conserved pair of cysteine residues, which likely form a disulfide bond and are proposed to
act as a structural constraint (Rigden et al. 2003), are marked as yellow sticks. Using SMART (Schultz et al.
2000), a signal peptide (grey) and the Excalibur domain (salmon) were identified. The protein is predicted to bind
one Ca?* ion (blue sphere). Structure predictions were performed by Alphafold3 (Abramson et al. 2024) and
visualised using ChimeraX (Meng et al. 2023). The locus tag of the gene encoding this protein in the S. silvestris
CGN12 genome is AB1K09_06620. A. Predicted structure of the full-length protein including the unstructured N-
terminal region. B. Close-up view of the C-terminal Ca2* binding domain. C. Amino acid sequence of the protein.
The signal peptide is marked in grey, the conserved cysteine residues in yellow and the Caz binding residues in
maroon. All residues forming the predicted Excalibur domain are underlined in salmon.
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