
Additional File 10. Table S2.Annotation entry statistics for 1555 human transporter genes.

	Data Source
	Related entries
	Annotated genes
	Percent of annotated genes (%)
	Reference

	Basic information
	

	NCBI-Gene
	1505
	1505
	96.8
	(25)

	UniProt
	1273
	1143
	73.5
	(26)

	NCBI-HomoloGene
	2092
	1079
	69.4
	(28)

	Function
	

	GO
	5761
	1107
	71.2
	(51)

	InterPro (domain)
	6978
	1077
	69.3
	(27)

	HPRD (PPI)
	2320
	486
	31.3
	(32)

	Expression
	

	NCBI-UniGene (EST)
	77475
	1029
	66.2
	(25)

	Allen Brain Atlas
	2941
	172
	11.1
	(33)

	RNA-seq from (8)
	1028
	1025
	65.9
	(34)

	RNA-seq from 
 ADDIN EN.CITE 

(9)

	255
	255
	16.4
	(35)

	Genomic Variation
	

	dbSNP & HapMap (SNP)
	1197016
	1279
	82.3
	(29,30)

	DGV (CNV)
	4040
	855
	55.0
	(31)

	Epigenetics & Regulation TF binding sites
	156102
	1295
	83.3
	(36)

	Pathway, Disease, Drug/Chemical
	

	KOBAS (pathway)
	2566
	652
	41.9
	(40)

	KOBAS (disease)
	3083
	530
	34.1
	(40)

	PharmGKB
	3014
	257
	16.5
	(37)

	CTD
	141370
	1043
	67.1
	(38)

	DrugBank
	2732
	273
	17.6
	(39)

	Transporter substrate
	1417
	701
	45.1
	(17)
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