YinOYang 1.2: predicted O-(beta)-GlcMHAc sites in Sequence
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NHetHGlyc 1.8: predicted N-glycosylation sites in Sequence
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Sequence position
Figure S1. The prediction results of O-glycosylation (A) and N-glycosylation (B) of cAlyM. The
glycosylation sites were predicted using the website (http://www.cbs.dtu.dk/services/NetNGlyc/,
http://www.cbs.dtu.dk/services/YinOYang/).



http://www.cbs.dtu.dk/services/NetNGlyc/
http://www.cbs.dtu.dk/services/YinOYang/

1 [efcBosic ¢§SScSSSSS)

A 21 §88ccs88ec seosfseesL
41  DPNLPPSENF DLSAWYLSVP
61  TDNNGDGKAD SIKENDLNAG
81  YADGTYFYTA ADGGMVFRCP
101 1D6YKTRTNT SYTlTELREM
121 LRRGDEIAT QGVNGNNWVE
141 Gl.‘-\PASARE.-\ AGGVDGVLRA
161 TL.-\\'_\]H\‘T. GDSGQVGRVI
181 vefjrffawpE PLRLYYRELP
201 GHSKGSVYIA HEPNGGSDSW
221 YDMIGERESS ASDPSDGIAL
241 DEVWSYEVKV VONTLTVIIF
261 RAGKDDVVQV VDMENSGYDV
281 ApqvolfFkac vyNoiide NAY
301 SDYVQVTFYA LEQSHDHHEH
321 Hk

- indicates the prediction site of O-glycosylation.
- indicates the prediction site of G-glycosylation.
. indicates the putative catalytic residues.

Yellow indicates 3 highly conserved regions.

Figure S2. The predicted glycosylation sites in the gene sequence of cAlyM (A). The predicted N-
glycosylation sites in the three-dimensional model of cAlyM (B). A: Green indicates the prediction site of
O-glycosylation. Blue indicates the prediction site of G-glycosylation. Red indicates the putative catalytic
residues. Yellow indicates 3 highly conserved regions. B: The arrows point to the magnified structures of

the mutation sites.



