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ABSTRACT
PromEC is an updated compilation of Escherichia coli
mRNA promoter sequences. It includes documentation
on the location of experimentally identified mRNA transcriptional start sites on the E.coli chromosome, as
well as the actual sequences in the promoter region.
The database was updated as of July 2000 and
includes 472 entries. PromEC is accessible at http://
bioinfo.md.huji.ac.il/marg/promec

The updated database currently includes 472 entries: 275
sequences from the original compilation, 157 promoters collected
from the other two databases and 40 additional promoters that
were found in publications dated between the years 1993 and
2000. The database documents the gene name, the position of the
transcriptional start site on the E.coli genome, the reference paper
and the sequence itself (spanning nucleotides –75 to +25 relative
to the transcriptional start site). If more than one start site was
documented for a single gene, the most prominent one is recorded
in the position field (if such information is available), while all
start sites are marked in the sequence record.

INTRODUCTION
We announce the availability of an updated compilation of
Escherichia coli mRNA promoter sequences (as of July 2000).
The database extends our previous compilation (1), and as in
the original compilation, contains only promoter sequences
with experimentally identified transcriptional start sites. The
original database has been used extensively both by
researchers who are studying the properties of promoter
sequences and their relationship to gene expression, and by
computational biologists who have used it as a benchmark for
testing newly developed prediction algorithms on a reliable
data set. We believe that the updated database will be as
valuable to both communities.
DATABASE CONTENT AND ORGANIZATION
The added promoter sequences are based on three sources: the
documentation in the E.coli genome file (2), the RegulonDB
database (3) and an updated literature search (covering the years
1993–2000). Only promoters with documented transcriptional
start sites were extracted from the genome file and the RegulonDB
database. Promoters that were compiled following the literature
search were those for which the transcriptional start sites were
identified experimentally, either by primer extension or by S1
nuclease mapping. RegulonDB database has also incorporated
these updates based on the literature search. The promoters in
our original compilation were also re-examined in view of the
documentation in the E.coli genome file and the RegulonDB
database. As a result, a few sequences, deemed as incorrect,
were removed or corrected. In most cases, those involved
second or third mRNA start sites of the same gene.

AVAILABILITY OF THE DATABASE
The database is available at http://bioinfo.md.huji.ac.il/marg/
promec, where a flat file containing all promoter sequences
may also be extracted. When citing the database please cite this
reference, along with the RegulonDB database (3). We expect
the database to grow as new transcriptional start sites are determined. It is also probable that we have missed some already
known transcriptional start sites. Any information of that kind
would be very much appreciated and should be sent to
promec@md2.huji.ac.il
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