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Table S6. Summary of annotation results of unigenes in seven databases, including NCBI non-redundant protein sequences (Nr), 

NCBI non-redundant nucleotide sequences (Nt), A manually annotated and reviewed protein sequence database (Swiss Prot), 

euKaryotic Ortholog Groups (KOG), Protein family (Pfam), Kyoto Encyclopedia of Genes and Genomes (KEGG), and Gene 

Ontology (GO). 

 Number of unigenes Percentage (%) 

Annotated in Nr 42, 726 30.89 

Annotated in Nt 11, 510 8.32 

Annotated in KEGG 21, 632 15.64 

Annotated in Swiss Prot 34, 333 24.82 

Annotated in Pfam 47, 686 34.48 

Annotated in GO 48, 339 34.95 

Annotated in KOG 21, 552 15.58 

Annotated in all Databases 6, 090 4.40 

Annotated in at least one Database 60, 928 44.05 

 


