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Supplementary information S1 (table). Sources of molecular interaction and ‘omics’ profiling data

Interaction type(s) Detection methodologies Databases

Physical

Protein-protein Yeast-2-hybrid (Y2H)1-3, co-
immuno-precipitation (Co-IP)4, mass 
spectroscopy5,6}, affinity purification 
coupled with mass spectroscopy (AP/MS)7,8

BioGRID9, IntAct10, APID11, STRING12, 
MINT13, DIP14, HPRD15, MIPS-MPPI16, 
Netpath17, DroiD18

Protein-DNA
(e.g., regulatory 
networks)

Yeast-1-hybrid (Y1H)19, chromatin 
immuno-precipitation based methods 
(CHIP-CHIP)20, DNA-footprinting21

TRANSFAC22, UniProbe23, DroiD18, 
BioGRID9, TcoF-DB24, BIPA25, hPDI26, 
EDGEdb27, NPIDB28,29

Protein-RNA RNA electro-mobility shift (RNA-
EMSA)30, RNA-pull down31

PRID32, BIPA25 NPInter33, RBPDB34, PRIDB35, 
StarBase36

Metabolic
(e.g., enzyme-substrate, 
ligand-receptor)

Mass spectroscopy based selective 
reaction monitoring (SRM)6,37, NMR38, 
affinity purification8, co-IP3, fluorescence 
spectroscopy39  

Reactome40, KEGG 41, BioCyc and MetaCyc42, 
HMDB43,44, EcoCyc45, HumanCyc46, 
ConsensusPathDB47

Protein/gene-compound 
(e.g., drug-target, 
chemical-protein)

Chemical structure48,49, forward or reverse 
chemo-genomic/proteomic profiling50-52, in 
silico predictions53

SuperTarget54, Matador54, DrugBank55 
ChemProt56, STITCH57, AffinDB58, 
MatrixDB59, PSMDB60, PDB-Ligand61, 
ChEMBL62, ConsensusPathDB47

Functional

Genetic 
(gene-gene)

Synthetic genetic array (SGA)63, Epistatic 
Miniarray Profiling (E-MAP)64, co-
expression profiling65,66 

BioGRID9, DRYGIN67, CYGD68, DroID18, 
ConsensusPathDB47

Gene-Disease Literature curation, clinical and sequence 
information

OMIM69, HuDiNe70, Diseasome71

Omics data type Detection methodologies Databases

Transcriptomics Microarray72, RNASeq73 GEO74, SMD75, TCGA76, GXD77, 
ONCOMINE78, ArrayExpress79,

RNAi (phenomics) RNAi interference assay80 RNAiDB81, GenomeRNAi82, siRecords83

Epigenomics Methylation profiling84 DAnCER85, DiseaseMeth86, PubMeth87, 
MethDB88, MethCancerDB89, MethyCancer90

Mutation / SNP SNP Array91, genome sequencing92 TCGA76, dbSNP93,  dbQSNP94, GWAS Central 
95, OMIM69

Proteomics CHIP 1l,2,96, Mass Spectrometry5,6 PDB97, ExPASy98, InterPro99, World-2DPage100, 
JASPAR101

Phosphorylation profile Mass Spectrometry5, literature curation PhosphoGRID102, PhospoELM103, PHOSIDA104

    For more information and databases, visit www.pathguide.org
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