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Fig. Sl1. ldentification of partially homologous/syntenic PULs encoding GH5 and/or GH9
representatives. Genomic comparisons of thé&C2a PUL were made with publicly-available
metagenomes, Bacteroidetes genomes and previoaataaterised PULs that encode either a GH5 or
GH9 representativea. Sequence homology and synteny was observed wiplargal metagenomic
fragment (bracket indicates fosmid terminus) detiftem the Tammar wallaby foregut and the “core”
region (indicated by grey box) of a xyloglucan Pam a human gut bacterium. Sequence identity is
indicated as a percentage in parenthese®ULs that encode GH5 and/or GH9 representativeset
PULSs all act on hemicellulose and there is no synte Example of previously characterised barley beta-
glucan PULs (gene expression) which have been showsncode a GH3B{(1-3)-glucosidase) or a
GH16 (3-(1,3)-glucanase) and no GH5 and/or GH9 represeesatText boxes to the left indicate the
source of the PUL and the gene locus/accession euibxt boxes to the right provide a charactaosat
summary, including a listing of substrates for whartivity has been demonstrated or inferred: black
print, biochemical characterisation; red print,eiméd from gene expression only; green print, fdsmi
screening. Green ORFs indicate SusE/F-positiondddrer hypothetical proteins. Black ORFs indicate
putative transcriptional regulators. “Trans” indiesan inner membrane sugar transporter. Dashesl lin
indicate genes the products of which have beeracterized. References from main text are indicated
parentheses.

& only CMC hydrolysis tested.

® only SusC and SusD gene expression analysed.
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