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	Utilized Database annotation
	No. of genes annotated
	Percentage of genes identified

	NCBI Nr database
	12273
	87.09%

	Swiss-Prot database
	3633
	25.78%

	GO database
	7558
	53.63%

	KEEG orthology database
	4523
	32.09%

	COG database
	3633
	25.78%

	KOG database
	2536
	18%

	T3SS database
	3833
	27.2%

	IPR database
	10336
	73.35%

	TREMBL database
	12280
	87.14%

	P450 database
	1454
	10.31

	TF database
	573
	4.06%

	CAZY database 
	351
	2.49%

	PHI database
	1096
	7.77%

	Total protein-coding gene numbers (14091)
	13135
	93.2%
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Additional  file  25:   Table S 9   Different  methods  used   for  predication of  functional annotation   of   B otryospheria   dothidea   LW - Hubei isolate.  

Utilized Database   annotation  No. of genes  annotated  Percentage of genes identified  

NCBI Nr database  12 273  87.09 %  

Swiss - Prot database  3633  25.78 %  

GO   database  7 5 58  53.63 %  

KEEG orthology database  4 523  32.09 %  

COG database  3 633  25.78 %  

KOG database  2 536  18%  

T3SS  database  3 833  27.2%  

IPR  database  10 336  73.35%  

TREMBL  database  12 280  87.14%  

P450   database  1 454  10.31  

TF database  573  4.06%  

CAZY database    351  2.49%  

PHI database  1 096  7.77%  

Total  protein - coding gene numbers  (14 091)  13 135  93.2%  

 

