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Table S1  Structures and sequence identity comparison of bacterial LSCs and INUs.
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Sequence Identity
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Figure S1 EtLsc MST binding assay. The data have been collected in replicate and processed with

MO.Affinity Analysis from NanoTemper.
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Figure S2 Structure identity comparison of bacterial LSCs and INUs. The tree was generated with

1 . 2 .
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DALLI server and shows the Dali Z-scores. The structure similarity is represented by the branch length.
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Figure S3 Fructose binding mode of InuHj from Halalkalicoccus jeotgali B3T. InuHj substrates 1-
Kestose (PDB ID 7BJ4, coloured in slate) and sucrose (PDB ID 7BJC, coloured in sand) compared
to: (A) fructose from EaLsc (in green) as representative of Gram-negative binding mode; (B) sucrose

from BsSacB (in orange) as representative of Gram-positive binding mode.



