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Figure S1. Evaluation of the model quality of FcXTH2. (A) Ramachandran plot by
PROCHECK software, (B) Energetic evaluation using ProSA software, (C) and Verify3D
graph of the FcXTH2 before (blue line) and after (red line) of Molecular Dynamic

simulation.



Catalytic nucleophile Catalytic acid/base

S0 oo 0L 180
FcXTHl GTVTAFYLSS ) MFLGNRT GQPFILQTNV FTGGKGD- - -
HVXETS GTVTAFYLSS ) MFLGNRT GQPYILQTNV FS GGKGD- -«
PtXETIEAGTVTAFYL S § 0 MFLGNRT GQPYILQTNYV FTGGKGD- - -
AtXTH4 GVVTAFYLSS D MFLGNRT GQPAILQTNYV FTGGKGN- -«
VaXTHl GTVTAFYLSS ) MFLGNRT GQPYILQTNY FTGGKGD- -«
HVXET6 GTVATFYLSS D MFLGNAS GQPYTVHTNYV YS QGKGG- - -

=—p FcXTH2 GVVVAFYMSN R GKEWRVQTNY YGNGSTE. -«

N-glycosylationssite

Figure S2. Distance of the N-glycosylation site (in yellow box) of the active site of
different XTH including FcXTH2 (red box).
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Figure S3. Alignment of the deduced full-length amino acid sequence of FcXTH2 with
TmNXG1land PttXET16A. TmNXG1 showed in vitro XEH activity but not XET activity.
Meanwhile, PttXET16A showed in vitro only XET activity.



