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Supplementary Figure 1: (a) Structure of PUL-MAN1, 2 and 3, pathways responsible for the utilization of YM
by B. theta. (b) Composition and linkage structure of YM. (c) Structure of PUL-RGII1, 2, and 3 responsible for
the utilization of RGII by B. theta. Annotated genes and enzyme family are labeled. (d) Composition and
linkage structure of RGIl. Annotated genes and enzyme families are labeled. The gray boxes denote the genes
that were removed by mutagenesis. Monosaccharides are depicted using the Consortium for Functional
Glycomics nomenclature (18).



