Key

b-number
b-number of sRNA where b-numbers have been given, otherwise b-number of upstream gene (based on primarily on http://genolist.pasteur.fr/Colibri/ and http://ecocyc.org/)
Ig#
number given to intergenic region (Ig)

Starting nt of Ig

Ending nt of Ig

Length of Ig

Name
published names of sRNAs

Flanking gene names
genes flanking or opposite sRNA gene
Strand
orientation of sRNA (middle symbol) and flanking genes:  > and < denote genes present on the clockwise (Watson) or counterclockwise (Crick) strand of the E. coli chromosome, respectively

5’ end
5’ end of RNA mapped by primer extension or 5’ RACE analysis 

3’ end
3’ end of RNA mapped by 3’ RACE analysis (3’ ends predicted but not mapped precisely are indicated by ~)

Size
based on mapped 5’ and 3’ ends or approximated based on Northern analysis
Regulator
sequence-specific DNA binding proteins that are known to regulate the expression of the sRNA

Expression
information about expression of sRNA (E: exponential phase, LB broth; S: stationary phase, LB broth; M: exponential phase, minimal glucose medium; CS: cold shock; HS: heat shock).

Function
known mechanism of sRNA action

Comments
additional information about RNA, RNA targets, or surrounding region

References
full references are listed in separate file

Alternate names
temporary names given to sRNAs in some studies

Conservation of Ig
based on ratings given in Wassarman et al. 2001

Range of conservation
location of conservation within Ig
Northern-Hfq binding
based on data in Wassarman et al. 2001 and Zhang et al. 2003
Array-Hfq binding
based on data in Zhang et al. 2003
RNAs shaded in green have been shown to bind Hfq and are likely to act by basepairing. RNAs indicated in pink are encoded on the antisense strand of a known gene. RNAs indicated in purple are likely to be derived from the 5' or 3' UTRs of mRNAs (dark and light purple correspond to 5’ and 3’ ends respectively).

