Supplementary Table 1: PCR conditions
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Supplementary Table 2: Detailed summary of the purification of recombinant ScTPase.

All steps were carried out at 6 °C, enzyme activities and protein concentrations indicated were

measured after concentrating steps.

Total Total Total Specific ~ Yield Purification
volume  activity ~ protein  activity
Step [ml] [U] [mg] [U/mg]  [%] [-fold]
Crude cell extract 15 302.6 445.0 0.68 100 1.0
Anion-exchange 10 204.7 53.6 3.82 68 5.6
HiPrep 26/10 Desalting 10 132.7 26.9 4.93 44 7.3
Hydroxylapatite 5 94.9 15.1 6.3 32 9.3
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Supplementary Figure 1: Sequence comparison of fungal trehalose phosphorylases from Grifola frondosa (GfTPase, acc. no. BAA31350),
Pleurotus sajor-caju (PsTPase, acc. no. AAF22230) and Schizophyllum commune (ScTPase, acc. no ABC84380) was performed with Vector NTI
program using blosum62mt2 scoring matrix and standard settings. Amino acids conserved are shaded in black. The primary structure of ScTPase is

76.7% and 73.0% identical to the sequences of GfTPase and PsTPase, respectively.
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Supplementary Figure 2: Full-length multiple sequence alignment of primary structures of ScTPase (acc. no. ABC84380, GT 4) and retaining
glycosyltransferases of fold family GT-B including glycogen synthase from Agrobacterium tumefaciens (AtGS, acc. no. AAD034474, GT 5),
trehalose 6-phosphate synthase from E. coli (OtsA, acc. no. BAA15717, GT 20) and maltodextrin phosphorylase from E. coli (EcMalP, acc. no.

AAC76442, GT 35). Conserved regions surrounding catalytic centre residues are shaded. The predicted secondary structural elements for ScTPase
are shown as black cylinders for o-helices and arrows for B-sheets. Secondary structure prediction was made with the public PSIPRED server

(http://bioinf.cs.ucl.ac.uk/psipred/) using mGenTHREADER method.



