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Figure S1 

 

Figure S1. Summarizes of the annotations of N. aurantialba. 

   



Figure S2 

 

Figure S2. The KOG function classification of proteins in N. aurantialba. 

   



Figure S3 

 

Figure S3. Comparative genomics analysis of KOG annotations. 

   



Figure S4 

 

Figure S4. The GO function annotation of N. aurantialba. 

   



Figure S5 

 

Figure S5. The KEGG function annotation of N. aurantialba. 

   



Figure S6 

 

Figure S6. Terpenoid biosynthesis pathway of N. aurantialba. 

Note: The different colors of the boxes indicate the number of corresponding genes. Blue represents 1 

gene and green represents 2 genes, while white means not. 



Figure S7 

 

Figure S7. Amino sugar and nucleotide sugar metabolic pathway in N. aurantialba. 

Note: The different colors of the boxes indicate the number of corresponding genes. Blue represents 1 

gene, green represents 2 genes, yellow 4-9 genes, and red represents more than 10 genes, while white 

means not. 



 

Figure S8 

 

Figure S8. Putative nucleoside sugar biosynthetic pathway of N. aurantialba. 

Notes: Glucose, galactose, mannose, and fucose are able to synthesize nucleoside sugars via 

metabolic pathways and the enzymes required to catalyze these reactions. 
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Abbreviations: 

EPS, Exopolysaccharides; Fru, fructose; Fru-6-P, fructose-1,6-bisphosphate; Gal, galactose; Gal-1-p, 

alpha-galactose-1-phosphate; GDP-Dd-Rha, GDP-4-dehydro-6-deoxy-mannose; GDP-Man, GDP-

mannose; Glc, glucose; Glc-1-p, glucose-1-phosphate; Glc-6-p, glucose-6-phosphate; Man, mannose; 

Man-1-p, mannose-1-phosphate; Man-6-p, mannose-6-phosphate; UDP-Gal, UDP-alpha-galactose; 

UDP-Glc, UDP-glucose; UDP-GlcA, UDP-glucuronate; UDP-Xyl, UDP-xylose. 


