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Fig. S3. Phylogenetic analysis of GH11 and GH10 xylanases. a Phylogenetic placement of the GH11
xylanase from B. mokoenaii (Red cirlce) and b Phylogenetic placement of the GH10 xylanases from
Sp. europaea (yellow circles), Su. lignohabitans (green circles), B. peoriensis (red circle), Sc. lignosus
(blue squares) and Sc. stipitis (purple square). The molecular phylogenetic analysis was performed
using full protein sequences from 259 GH10 and 208 GH11 characterized enzymes using Newick tree
model from MUSCLE alignment with 1000 boot strap replicates. The numbers at each branch indicate
bootstrap values and tree topology confidence. Trees are drawn to scale with branch lengths measured
in numbers of substitutions per site. Scale bars represents 1.0 substitutions per nucleotide position.



