Supplementary Data

Table S1. Current classification of evidence in RegulonDB
	1. PROMOTERS AND TRANSCRIPTION START SITES (TSSs)
	Evidence code in RegulonDB

	STRONG 
EVIDENCE

	1.1  Transcription initiation mapping 

 Example: Primer extension, S1 mapping
	TIM

	
	1.2  RNA polymerase footprinting 
	RPF

	WEAK 

EVIDENCE
	1.3  Inferred from mutant phenotype

 Example: Deletion of promoter regions
	IMP

	
	1.4  Automated inference of promoter position 
 Example: computational prediction
	AIPP

	
	1.5  Human inference on promoter position. 

 Example: Identification of a possible promoter by an expert by

 reading the sequence.
	HIPP

	
	1.6  Inferred by curator 
	IC

	
	1.7  Non-traceable author statement

 Example: an article that refers to a promoter by citing a paper,

 which cannot be traced
	NTAS

	
	1.8  Traceable author statement 

 Example: an article that refers to a promoter by citing a paper

 that is traceable but the curation team has no accesses to
	TAS

	
	1.9  Traceable author statement to experimental support

 Example: an article refers to a promoter citing a paper that we have access to
	TASES

	2. REGULATORY INTERACTIONS

	STRONG 
EVIDENCE

	2.1  Binding of purified proteins

 Example: Footprinting
	BPP

	
	2.2  Inferred from genetic interaction 

 Example: in vitro titration assay
	IGI

	
	2.3  Assay of protein purified  to homogeneity
 Example: in vitro transcription 
	APPH

	
	2.4  Site mutation 
 Example: expression analysis when putative regulator binding sites are mutated
	SM

	WEAK 
EVIDENCE
	2.5  Binding of cellular extracts 
 Example: Gel shift analysis
	BCE

	
	2.6  Gene expression analysis

 Example: transcriptional fusions (lacZ)
	GEA

	
	2.7  Inferred from mutant phenotype
 Example: a mutation of a transcription factor has a visible cell

 phenotype, and it is inferred that the regulator might be

 regulating the genes responsible for the phenotype
	IMP

	
	2.8  Automated inference based on similarity to consensus

 sequences
 Example: computational method (e.g. PATSER) used to identify

 the binding site
	AIBSCS

	
	2.9  Human inference based on similarity to consensus sequences 
 Example: putative binding site identified by an expert by

 reading the sequence
	HIBSCS

	
	2.10  Non-traceable author statement 
	NTAS

	
	2.11  Traceable author statement 
	TAS

	
	2.12  Traceable author statement to experimental support
	TASES

	3. TRANSCRIPTION UNITS

	STRONG 

EVIDENCE
	3.1 Length of transcript experimentally determined

Example: Northern blot
	LTED

	
	3.2 Polar mutation 

Example: a mutation of the promoter of the first gene affects the expression of neighboring genes
	PM

	WEAK 
EVIDENCE
	3.3 Inferred through co-regulation 

Example: 2+ adjacent genes show the same expression pattern across conditions
	ITCR

	
	3.4 Boundaries of transcription experimentally identified 

Example: when promoter and terminator are identified
	BTEI

	
	3.5 Inferred by a human based on computational evidence
	IHBCE

	
	3.6 Products of adjacent genes in the same biological process
	PAGTSBP

	
	3.7 Automated inference that a single-gene direction is a TU 
Example: a gene surrounded by genes in opposite transcription directions
	AISGDTU

	
	3.8 Inferred computationally without human oversight 
Example: computational results with no expert review
	TCWHO

	
	3.9 Inferred by curator 
	IC

	
	3.10  Non-traceable author statement 
	NTAS

	
	3.11  Traceable author statement
	TAS

	
	3.12  Traceable author statement to experimental support 
	TASES


