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Figure S1. Summarizes of the annotations of N. aurantialba.
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Figure S2

KOG function classification
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Function class

‘Az RNA processing and modification  (83)

B: Chromatin structure and dynamics (30)

C: Energy production and corwersion  (122)

D: Call cycle control, cell division, chromosome partitioning (58]
E: Amino acid transport and matabolism  {114)

F: Mucleotfide transport and matabolism (39

G: Carbohydrate transport and metabolism  (80)

H: Coanzyms transport and metabolism  (28)

|: Lipid transport and metabolism  (62)

J: Translation, ribosomal structura and biogenasis  (122)

K: Transcripion  (56)

L: Replication, recombination and repair (51)

M Cell wall‘membrana/envel ope biogenasis (18)

O: Posfiranslational modification, protein turnover, chaperones (134)

P: Inorganic ion transport and metabolism  (43)

Q: Secondary m ites biosynthesis, transport and catabaolism  (27)

R: General function prediction only  (157)

S: Function unknown  (48)

T: Signal transduction mechanisms (29}

U: Intracellular trafficking, secretion, and vesicular fransport (101)
V: Dafense mechanisms  (4)

‘W Extracellular structures (1)

¥: Muclear structurs (4)

7: Cytosksleton (47)

Figure S2. The KOG function classification of proteins in N. aurantialba.
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Figure S3
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A : RNA processing and modification

B : Chromatin structure and dynamics

C : Energy production and conversion

D : Cell cycle control, cell division, chromosome partitioning
E : Amino acid transport and metabolism

F : Nucleotide transport and metabolism

G : Carbohydrate transport and metabolism

H: Coenzyme transport and metabolism

I: Lipid transport and metabolism

J: Translation, ribosomal structure and biogenesis

K : Transcription

L : Replication, recombination and repair

M : Cell wal/membrane/envelope biogenesis

O : Posttranslational modification, protein turnover, chaperones
P : Inorganic ion transport and metabolism

Q : Secondary metabolites biosynthesis, transport and catabolism
R : General function prediction only

S : Function unknown

T : Signal transduction mechanisms

U : Intracellular trafficking, secretion, and vesicular transport
V : Defense mechanisms

W : Extracellular structures

Y : Nuclear structure

Z : Cytoskeleton

Figure S3. Comparative genomics analysis of KOG annotations.
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Figure S4. The GO function annotation of N. aurantialba.
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Figure S5

KEGG pathway annotation
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Figure SS. The KEGG function annotation of N. aurantialba.



Figure S6
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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

AMINO SUGAR AND NUCLEOTIDE SUGAR METABOLISM |
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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
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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.
1.EC [4.2.1.47].2,6,11. EC[2.7.1.1]. 3. EC [5.4.2.8]. 4. EC [2.7.7.13]. 5. EC [5.3.1.8]. 7. EC
[5.3.1.9]. 8. EC[5.4.2.2].9. EC [2.7.7.9]. 10. EC [1.1.1.22]. 12. EC [4.1.1.35]. 13,16. EC [2.7.7.12].
14.[5.1.3.2]. 15. EC [2.7.1.6].
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; Gle, 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.



