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Figure S1 Identification of TaAA9A using LC-MS/MS. The TaAA9A band was cut from the SDS-PAGE gel, 

extracted, and digested with trypsin. The extracted-ion chromatograms (EIC) (a) and Mascot search results (b) of 

the digested TaAA9A peptides are shown. The molecular ions of m/z 456.74, 739.40, 739.91, 1744.80, 1313.60, 

933.46, 1526.25, and 1528.75 were confirmed by MS/MS fragmentation analysis. Fragmentation m/z values agree 

with the molecular weight of the corresponding fragmentations of the digested TaAA9A peptides. The observed 

and calculated molecular mass of the normal and modified TaAA9A peptides were shown in Mascot search results.  
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m/z=911.4753+2H+/2=456.74 

m/z=1476.7864+2H+/2=739.39 



 
 

 
 

 
 

m/z=1476.7864+2H+/2=739.39 

m/z=5231.3845+3H+/3=1744.79 

m/z=5247.3794+4H+/4=1312.84 



 
 

 
 

 
 

 

m/z=5592.7464+6H+/6=933.12 

m/z=6102.9794+4H+/4=1526.74 

m/z=6108.8334+4H+/4=1528.21 
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Figure S2. Structure of C1- and C4-oxidized and non-oxidized xylo-oligosaccharides 
  

 
 

 

Figure S3. Structure-based sequence alignment of nTaAA9A and CvAA9_A. 

Structural superposition and figure creation were carried out with Chimera.  
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Figure S4. The cluster of the four residues used for the construction of a tetramutant 

in AfAA9_B with enhanced thermostability. The four residues (Val90, Ser131, 

Leu134, and Trp141) are shown in sphere representation. The glycosylation site and 

the Cu-binding site are also depicted (in stick representation). 

 

 

 

 

 

 


