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The nucleotide sequence of the entire Escherichia coli edd-eda region that encodes the enzymes of the
Entner-Doudoroff pathway was determined. The edd structural gene begins 236 bases downstream of zwf. The
eda structural gene begins 34 bases downstream of edd. The edd reading frame is 1,809 bases long and encodes
the 602-amino-acid, 64,446-Da protein 6-phosphogluconate dehydratase. The deduced primary amino acid
sequences of the E. coli and Zymomonas mobilis dehydratase enzymes are highly conserved. The eda reading
frame is 642 bases long and encodes the 213-amino-acid, 22,283-Da protein 2-keto-3-deoxy-6-phosphogluconate
aldolase. This enzyme had been previously purified and sequenced by others on the basis of its related enzyme
activity, 2-keto-4-hydroxyglutarate aldolase. The data presented here provide proof that the two enzymes are
identical. The primary amino acid sequences of the E. coli, Z. mobilis, and Pseudomonas putida aldolase
enzymes are highly conserved. When E. coli is grown on gluconate, the edd and eda genes are cotranscribed.
Four putative promeoters within the edd-eda region were identified by transcript mapping and computer
analysis. P;, located upstream of edd, appears to be the primary gluconate-responsive promoter of the edd-eda
operon, responsible for induction of the Entner-Doudoroff pathway, as mediated by the gnfR product. High

basal expression of eda is explained by constitutive transcription from P,, P,, and/or P, but not P,.

The Entner-Doudoroff pathway consists of two enzymes,
6-phosphogluconate dehydratase, encoded by the edd gene,
and 2-keto-3-deoxy-6- »hosphogluconate (KDPG) aldolase,
encoded by the eda gene (11). In Escherichia coli, this
pathway is employed for gluconate metabolism (10, 15).
Dehydratase activity is virtually absent in cells grown on
glucose and is strictly inducible for growth on gluconate (10,
41). On the other hand, high basal levels of KDPG aldolase
activity are found regardless of the carbon source (12, 28).
Although aldolase synthesis is constitutive, threefold induc-
tion occurs for growth on gluconate and twofold induction
occurs for growth on hexuronic acids. The latter is consis-
tent with the role of KDPG aldolase as a key enzyme of the
peripheral pathway for hexuronic acid metabolism, a func-
tion independent of the Entner-Doudoroff pathway (28).

The molecular biology of the Entner-Doudoroff pathway
has been investigated in some detail in Zymomonas mobilis
(2, 5), but few molecular studies of the Entner-Doudoroff
pathway in E. coli have been conducted (14). In E. coli, the
edd and eda genes are tightly linked to the zwf gene, which
codes for glucose-6-phosphate dehydrogenase (13). The lo-
cation of these genes on the E. coli physical map was
reported recently (7). Despite tight linkage, the three related
genes are controlled differently. The complete nucleotide
sequence of the E. coli zwf gene has been published, and the
promoter has been located (30). Genetic and physical anal-
yses of zwf expression have established that the zwf gene is
monocistronic and subject to growth rate-dependent regula-
tion (29). Expression of edd, as well as gluconate transport
and gluconokinase, is controlled in a negative fashion by the
product of gntR, which presumably encodes a repressor
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protein (19). Expression of eda is subject to control by the
kdgR product, as are the permease and kinase for 2-keto-3-
deoxygluconate (28). In this report, we demonstrate that
induction of the Entner-Doudoroff pathway at the biochem-
ical level is paralleled by derepression of the edd and eda
genes and that these two genes of the Entner-Doudoroff
pathway can be cotranscribed. Furthermore, we report on
the molecular structure of the edd-eda region and the loca-
tions of four transcriptional start sites for edd and eda.

MATERIALS AND METHODS

Bacterial strains, plasmids, and growth conditions. The
strains and plasmids used in this study are listed in Table 1.
E. coli strains were routinely grown in Luria broth (24), with
or without added carbohydrate (0.5%), at 37°C. All experi-
mental cultures were harvested in the mid-logarithmic
phase. Antibiotic-resistant transformants were selected by
addition of ampicillin (50 mg/liter). Media were made solid
by addition of agar (1.5%). Constructions containing both
orientations of the intact edd gene, designated pTC180 and
pTCl181, were prepared by subcloning a 3.1-kb SalI-to-PstI
fragment from pDR2, in accordance with the published
restriction map (30), into pBluescriptll (KS+ and SK+).
Selection for the plasmid-borne, functional edd gene was
accomplished by complementation of defective gluconate
metabolism in E. coli RW231 (38) on minimal medium as
previously described (2, 35, 36). Plasmid pL.C37-44 was
transferred into E. coli RW231 via conjugal mating as
already described (30). Constructions containing the intact
eda gene in opposite orientations, pTC190 and pTC191, were
made by subcloning of a 1.7-kb Nrul restriction fragment
(see Fig. 7) from pLC37-44 (7) into the EcoRV site of
pBluescriptIl. Selection of the functional eda gene was
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TABLE 1. Plasmids and strains used

Strain or Source or
plasmid Relevant genotype reference
E. coli strains
DHS5aF’ F* lacZM15 recA BRL*
DF214 A(eda-zwf)15 pgi-7::Mu 36
RW231 A(eda-zwf)209 A(sbcB-rfb)210 38
kdgR50
Plasmids
pUC18 bla lacl'Z'® 40
pBluescriptII bla lacI'Z’ {1 origin Stratagene
pDR2 zwf edd 30
pLC37-44 edd eda 4
pTC180 edd This study
pTC181 edd This study
pTC190 eda This study
pTC191 eda This study
pTC196 eda’ This study

2 BRL, Bethesda Research Laboratories.
® Incomplete lacl and lacZ genes.

accomplished by complementation of a defect in glucuronic
acid metabolism in E. coli DF214 as described previously
(5). A subclone of a portion of the eda region, pTC196, was
made by ligating a 0.3-kb HinclII-to-PstI restriction fragment
(see Fig. 7) into pBluescriptIl.

Enzyme assays. E. coli cells were prepared for enzyme
assays as described previously (2). 6-Phosphogluconate de-
hydratase was assayed by published methods (41). KDPG
aldolase was assayed as described previously (5).

DNA methods. Transformation and recombinant DNA
techniques were carried out by using standard methods (31).
Small-scale plasmid isolations were done by a modification
of the method of Birnboim and Doly (3) as previously
described (31). Restriction enzymes and DNA-modifying
enzymes were used as recommended by the manufacturers.

DNA sequence analysis. The E. coli edd and eda genes
were sequenced by the dideoxy method (32) by using Seque-
nase. Sequencing strategies were based on creation of nested
deletion series of pTC180, pTC181, pTC190, and pTC191,
which were amplified for single-stranded templates in E. coli
DHS5aF’' as described previously (2). Sequence data were
analyzed by using the University of Wisconsin Genetics
Computer Group sequence analysis software package, ver-
sion 6.1 (9).

RNA isolation and analysis. RNA isolations were con-
ducted as described previously (18). Northern (RNA) anal-
ysis was carried out as previously described (6), by using
DNA hybridization probes that were labeled with a ran-
domly primed labeling kit. An edd-specific DNA hybridiza-
tion probe was prepared as a 1.14-kb BstEII restriction
fragment from pTC180. An eda-specific probe was prepared
from pTC196 as a 0.28-kb HinclI-to-Pstl restriction frag-
ment. Determinations of RNA sizes were based on migration
of known RNA standards, as described previously (18).
Primer extension analysis of transcriptional initiation sites
was accomplished as described previously (5). The oligonu-
cleotide used for analysis of edd was 26 bases long, spanning
nucleotides 1718 to 1743 (Fig. 1). The oligonucleotide used
for analysis of eda was 22 bases long, spanning nucleotides
3578 to 3599 (Fig. 1). S1 nuclease protection experiments
were used to confirm primer extension results, as described
previously (5).

Enzymes and chemicals. Restriction enzymes, murine leu-
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kemia virus reverse transcriptase, and DNA modifying en-
zymes were obtained from Bethesda Research Laboratories,
Inc. (Gaithersburg, Md.). Sequenase was ordered from U.S.
Biochemical Corp. (Cleveland, Ohio). Radioactive com-
pounds were purchased from DuPont NEN Products (Bos-
ton, Mass.). Biochemicals were obtained from Sigma Chem-
ical Co. (St. Louis, Mo.).

Nucleotide sequence accession numbers. The entire nucle-
otide sequence of the edd-eda region is available in the
GenBank data base, under accession no. M87458. The
nucleotide sequence of the zwf gene has already been
published (30) and is available in the GenBank data base,
under accession no. M55005.

RESULTS

Sequence analysis of the edd-eda region. Plasmid clones
containing the E. coli edd and eda genes were prepared on
the basis of the known locations of these genes on published
restriction maps (7, 30). Genetic complementation of appro-
priate E. coli mutants confirmed that the genes were intact
and functional. This finding was supported by biochemical
assay of the two Entner-Doudoroff enzymes in crude ex-
tracts of E. coli RW231(pTC180) and DF214(pTC190). The
nucleotide sequence of the E. coli edd-eda region is shown in
Fig. 1. The reported sequence begins with a Szul site that lies
79 bp downstream of the zwf stop codon. It was necessary to
include a portion of the published zwf sequence here, begin-
ning at the Stul site, because the edd-eda regulatory se-
quences lie in this region. The first base in the Stul palin-
drome is numbered 1556, in accordance with the published
zwf sequence (30). The edd-eda sequence continues to the
BamHI site downstream of eda, at bp 4490.

(i) edd gene. The E. coli edd gene is located 236 bp
downstream of zwf. The edd structural gene is 1,809 bp long,
corresponding to a reading frame of 603 codons. The ATG
start codon is preceded (5 bp upstream) by a modest ribo-
some-binding site, AGAG, that is predicted to provide only
moderate translational initiation efficiency (33). The reading
frame ends with the stop codon, TAA. A computer search of
the sequence downstream of the edd region failed to reveal
any transcriptional terminatorlike structures (39; University
of Wisconsin Genetics Computer Group TERMINATOR
program). The deduced amino acid sequence corresponds to
a protein of 602 amino acids with a molecular weight of
64,446. An alignment of E. coli 6-phosphogluconate dehy-
dratase with the Z. mobilis enzyme (2) is shown in Fig. 2.
The two dehydratase enzymes are quite similar, exhibiting
57.7% identity, and 75.3% of the residues are chemically
conserved. These enzymes are both related by primary
sequence to the E. coli dihydroxy-acid dehydratase that is
encoded by the ilvD gene (8). An alignment of the two E. coli
enzymes shows them to be 30.3% identical and 54.2%
conserved (Fig. 2). A comparison of Z. mobilis 6-phospho-
gluconate dehydratase and E. coli dihydroxy-acid dehy-
dratase has already been reported (2).

(ii) eda gene. The E. coli eda gene begins just 34 bp
downstream of edd. The ATG start codon is preceded (9 bp)
by the ribosome-binding site, GAGAG. As was the case for
the edd gene, maximally efficient translational initiation from
this ribosome-binding site would not be expected (33). The
eda reading frame is 642 bp long and ends with the stop
codon, TAA. A strong transcriptional terminatorlike struc-
ture, beginning 10 bp downstream of the structural gene, was
identified by computer search (University of Wisconsin
Genetics Computer Group TERMINATOR program). It is
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FIG. 1. Nucleotide sequence of the E. coli edd-eda region. The sequence begins at the Stul site located between zwf and edd. The

numbering begins with base 1556 of the published zwf sequen

designations. The ribosome-binding sites are underlined

4436 ACT GGT CAG TTG TGG CAG AAT AAC GGC AGA AGC TGC AGG ACC ATA CTG ACG GAT CC

ce (30). The beginnings of both reading frames are labeled with the gene

. The stop codons are labeled ‘““END.”” The reported sequence ends at the BamHI

site. The —10 and —35 regions of the four putative promoters are underlined, and the transcriptional initiation sites are indicated over the

initiation bases (>). The potential transcriptional terminator downstream of eda is overlined.



VoL. 174, 1992 CHARACTERIZATION OF E. COLI edd-eda OPERON 4641
ilvD B MPKYRSA. .TTTHGRNMAG. . .MW?DPGHI. . .IAVVNTFTQFVPGH. « « VHLRDLGKLVAEQ 63
SR 1 W B O e A N B T T e A
Zm 1 MTDLHSTVEKVTARVIERSRETRKAYLDLIQYEREKGVDRPNLSCSNLAHGFAA . MNGDKPALRDFNRMNIGVVTSYNDMLSAHEPYYRYPEQMKVFARE 99
1lvD 64 I ?G\II?KBPNTI ?W?TIA.THGIQFYT?PT?TL}.. l I CADAHVCISNT?T}TTTHI){?SI NITVIﬂSGﬁ)IBAT DQI 159
Ec 98 +« GGVPAMCDGVTQGQDGMELSLLSREVIAMSAAVGLSHNMFDGALFLGV . . CDKIVPGLTMAALSFGHLPAVFVPSG PHASGLPNREKVR 192
e T T T T |n||||| T TN
Zm 100 VGATVQVA...GGVPAM 'QGQPGMEESLFSRDVIALATSVSLSHGMFEGAALLGI . . CDKIVPGLIMGALRFGHLPT: SGPMTTGIPNKEKI 194
i11lvD 160 IKLDLVDAMIQGADPKVSDSQSDQVERSACPTC! ?Stfseﬁ'fﬂsm LT?AU];LSQI;?NGSILATHADRKQIMAG.KRIVEIMYYEQNDBSALPRN 258
e ) (T A T T AR L e iy i S R S T N
Zm 195 ROLYAQGKIGQKELLDMEAAC. c e e o o « GTCTFYGTANTNQMVMEVLGLHMPG . SAFVTPGTPLRQALTRAAVHRVAELG. . . WKGDDYRPLGKI 283
ilvD 259 TASTAAFWAMT?DI?M??l | I | | | IQB?B?DPT’SDIDKLSRK'PQWSTQKYWVHR?I l I GILG. ' I I |I|‘I|‘NRI|,‘|’RN‘|’LTLT?P 358
Ec 281 IDEKVVVNGIVAL.LATGGSTNHTMHLVAMARAAGIQ DINHFQAAGGVPVLVRELLKAGLLHEDVNTVAGFGLS 378
L e || ||| |||| I ||||| T A T T
Zm 284 IDEKSIVNAIVGL.LATGGSTNHTMHIPAIARAAGVIVNWNDI IKELLSANLLNRDVTTIAKGGIE 381
ilvD 359 Q. TIIA?QMNDDAVWRA?PAGIRWSQDCRMDDMGCTR?L?HAYTKI??LA\{I{Y?TFABN@IVR’LAGVDDSIM??RYY?? 457
Ec 379 Rl I eccvscee PRPIPY .LNN?TIID ........... mesLDSNVIASFEQTTSHBl I I I l I ' I AlvﬂTﬂ l l I NQVIIT?TAVTTBS 452
Zm 382 EYAKAP.ccceooococos ALNDAGELV.cecoee o o o « « WKPAGEPGDDTILRPVSNPFAKDGGLRLLEGNLGR . . AMYKASAVD. 455
11lvD 458 QDDAVE?ILGTKVVAGDTTTI?YBTT] ?GTGMMYTTSPI'KSH I I I I I I I I SGGTSGL. ? G?‘I’ST??AS??SIGLIB??II)L?HDIPNR 554
Ec 453 QHDVMPAFEAGLLDRDCVVVVRHQGPKANGMPELHKLMPPLGVLLDRCF. VTDGRLSGASGKVPSA EAYDGGLLAKVRDGDIIR 550
N NN R S T Th i
Zm 456 QDDVQKAFKAGELNK TPALGVIQDNGY . . KVALVTDGRMSGATGKVPVALHVSPEALGGGAIGKLRDGDIVRISVEEG 553
11lvD 555 IQI|QI D?ﬁa??ﬂ??ﬁ DARGDRAW!PKNT?RQVSP?I].TAYATLATS?DK(IHIWRDKSKMG* 616
Ec 551 EIIaTL]n’DBA?LA? ~REPHIPDLSASRVGTGRE. . LFSALREKLS. . .GAEQGATCITF* 602
Zm 554 KLEALVPADEWNARPHAEKPAF...RPGTARIV* 583

FIG. 2. Amino acid comparisons of the deduced E. coli edd gene product (Ec) with the Z. mobilis edd product (Zm) and the E. coli ilvD
product (ilvD). Identity is indicated by vertical lines, and gaps are indicated by periods.

likely that all transcripts covering the edd-eda region stop at
this site, corresponding to nucleotide 4232, since no other
potential terminators were identified. The deduced amino
acid sequence of KDPG aldolase corresponds to a protein of
213 amino acids with an aggregate molecular weight of
22,283. A comparison of this peptide sequence to the Swiss
Protein data base revealed perfect identity to E. coli 2-keto-
4-hydroxyglutarate (KHG) aldolase (37). The complete
amino acid sequence of KHG aldolase indicated that the
N-terminal methionine is retained. In fact, the gene that
encodes KHG aldolase has been cloned from E. coli by using
the polymerase chain reaction and degenerate oligonucleo-
tides, on the basis of the published amino acid sequence (27).
The nucleotide sequence reported by Patil and Dekker (27) is
indeed identical to the eda sequence shown in Fig. 1,
indicating that KDPG aldolase is a multifunctional enzyme.
KDPG aldolase is able to catalyze interconversion of KDPG
with glyceraldehyde-3-phosphate and pyruvate, interconver-
sion of KHG with pyruvate and glyoxylate, and B-decarbox-
ylation of oxaloacetate (27). An alignment of E. coli KDPG
aldolase with the same enzyme from Z. mobilis (5) and
Pseudomonas putida (34) is shown in Fig. 3. The E. coli
enzyme is 51.5% identical and 68.4% similar to the Z.
mobilis enzyme and 44.4% identical and 65.4% similar to the
P. putida enzyme. Active-site lysine 133 (34) and active-site
arginine 49 (37) are conserved in all three aldolases.
Transcriptional analysis of edd and eda in E. coli W3110.
Transcriptional regulation of edd and eda in wild-type E. coli

W3110 was investigated by Northern hybridization analysis
(Fig. 4). Cultures were grown in Luria broth containing 0.5%
carbohydrate and harvested in the mid-logarithmic phase,
and total RNA was extracted. Growth on gluconate, but not
growth on glucose or glucuronic acid, induced transcription
of a 2.6-kb message that could be detected with either the
edd- or eda-specific hybridization probe. This transcript was
of sufficient length to encode both genes (7). The eda-specific
hybridization probe revealed two additional transcripts of
1.0 and 0.75 kb that were present in cells grown on each of
the three different carbon sources. The ratio of the 0.75-kb
transcript to the 1.0-kb transcript increased with growth on
gluconate by comparison with growth on glucose or glucu-
ronic acid.

Mapping of the 5’ ends of the edd-eda transcripts. The 5’
ends of mRNAs covering the E. coli edd-eda region were
mapped by primer extension analysis and nuclease S1 pro-
tection. A single 5’ transcript end was identified by primer
extension of an oligonucleotide spanning the upstream end
of the edd structural gene (Fig. 5A). The cDNA extension
product was 140 bases long, placing the transcriptional
initiation site for edd 109 bp upstream of the edd start codon,
bp 1605 in Fig. 1. This result was confirmed by nuclease S1
analysis by using an end-labeled 0.87-kb Sall-to-Sphl restric-
tion fragment as a hybridization probe (see Fig. 7). A 229-bp
protected fragment was detected following S1 nuclease
digestion of the DNA-RNA hybrid (Fig. 5B). This corre-
sponds precisely to the 5’ transcript end revealed by primer
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FIG. 3. Amino acid comparisons of the deduced E. coli eda gene product (Ec) with the Z. mobilis eda product (Zm) and the P. putida eda
product (Ps). Identity is indicated by vertical lines, and gaps are indicated by periods.

extension and is labeled P, in Fig. 1 and 4. A minor 5' end,
mapping to bp 1610 (Fig. 1), was also identified by both
methods. No other 5’ transcript ends were observed in these
experiments.

Transcript mapping of the eda gene revealed several 5'
ends clustered in two regions, both within the upstream edd
structural gene. Primer extension of an oligonucleotide span-
ning the upstream end of the eda gene resulted in major
cDNAs that were 79 and 86 bases long, as well as several
much longer extension products, the longest of which was
396 bases long (Fig. 6A). The locations of the two eda-
proximal 5’ transcript ends were bp 3515, within the down-
stream end of the edd structural gene, and bp 3530, within
the edd-eda intergenic region (Fig. 1). The longest of the
extension products indicated a transcriptional start site at

A B

—95 —95
—75 —75
— 4.4 —44
§—2.4 » —24
—1.3 —13
-
— 25 — .25
1 2 3 i 2 B

FIG. 4. Northern blot analysis of edd-eda expression in E. coli
W3110. Total RNA was harvested from log-phase cultures grown in
complex medium containing glucose (lanes 1), glucuronic acid (lanes
2), or gluconate (lanes 3). The gels were loaded with 5.0 ng of RNA
per lane. RNA size standards (in kilobases) are shown on the right
of both panels. (A) Hybridization with an edd-specific probe. (B)
Hybridization with an eda-specific probe.

bp 3205, well within the edd structural gene. Additional
cDNAs, with lengths of approximately 290 bases, were
observed (Fig. 6A), but these were not confirmed by S1
nuclease protection. An end-labeled 1.30-kb Pvull restric-
tion fragment covering a large segment of the edd structural
gene, the intergenic region, and a portion of the upstream

6:::::;i>ﬂﬁmﬁo>mﬂo>o>ﬂ

GATCC12 123GATC

FIG. 5. 5’-end mapping of the edd-eda operon mRNA (P,). (A)
Primer extension analysis using an oligonucleotide covering the
upstream region of edd. The sequence ladder (labeled G, A, T, and
C) was generated by using the same oligonucleotide as that used for
primer extension. The primer extension reaction was run in lane 1.
The sequence of the transcriptional initiation site is detailed on the
right (as the complementary sequence, for easy comparison to Fig.
1), and the 5’ end is boxed. A control using yeast tRNA is shown in
lane 2. (B) S1 nuclease protection to confirm the primer extension
result. Details of the experiment are provided in Results. The same
sequence ladder as that used for panel A is labeled. Each lane
contained 20 pg of E. coli total RNA. The samples were treated with
50 U (lane 3), 100 U (lane 2), or 200 U (lane 1) of S1 nuclease. The
protected fragment (P,) is shown.
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12GATC

GATC12

FIG. 6. 5'-end mapping of the eda-specific mRNAs. (A) Primer
extension analysis using an oligonucleotide covering the upstream
region of eda. The sequence ladder (labeled G, A, T, and C) was
generated by using the same oligonucleotide as that used for primer
extension. Only the top and bottom portions of the (same) gel are
shown. The primer extension reaction was run in lane 1. The
sequence of the transcriptional initiation sites is detailed on the right
(as the complementary sequence, for easy comparison to Fig. 1),
and the 5' ends are boxed. The extension products corresponding to
P,, P;, and P, are indicated. A control using yeast tRNA is shown in
lane 2. (B) S1 nuclease protection to confirm the primer extension
results. Details of the experiment are provided in Results. The same
sequence ladder as that used for panel A is labeled. Each lane
contained 20 pg of E. coli total RNA. The samples were treated with
50 U (lane 2) or 100 U (lane 1) of S1 nuclease. The protected
fragments corresponding to P,, P;, and P, are indicated.

end of eda was used as a DNA hybridization probe in an S1
nuclease protection experiment (Fig. 6B). The two eda-
proximal transcriptional start sites were confirmed by S1
nuclease protection analysis, which resulted in protected
DNA-RNA hybrids of 280 and 265 bases, corresponding
precisely to the 5’ ends mapped by primer extension (Fig.
6B). An additional protected DNA-RNA hybrid of approxi-
mately 585 bases was detected, confirming the longest of the
primer extension products shown in Fig. 6A. Thus, 5’
transcript ends in the eda region were identified in two
locations. One transcriptional start site, labeled P, in Fig. 1
and 5, was located 354 bp upstream of the eda start codon,
well within the upstream edd gene. The two additional
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transcriptional start sites are labeled P; and P, in Fig. 1 and
5, one within the far downstream end of edd and the other
immediately downstream of the edd structural gene, located
44 and 29 bp, respectively, upstream of the eda start codon.

After mapping of the locations of 5’ transcript ends, it was
possible to predict the lengths of mRNAs covering the
edd-eda region based on the basis of transcriptional termi-
nation at the terminatorlike structure described above. This
information is presented in the model shown in Fig. 7.
Transcription from P; would give rise to a 2.63-kb mRNA,
corresponding to a transcript of this length that was identi-
fied by Northern hybridization to both edd- and eda-specific
DNA probes (Fig. 4). Transcription from P, would give rise
to a 1.03-kb transcript, in keeping with the size of the
eda-specific transcript observed on Northern blots (Fig. 4).
Transcription from P; and P, would give rise to two tran-
scripts of approximately 0.71 kb that would be indistinguish-
able on Northern blots. A transcript of this approximate
length was also revealed by Northern analysis with the
eda-specific hybridization probe (Fig. 4).

Computer searches for potential edd-eda promoter se-
quences. The primer extension and S1 nuclease protection
experiments described above do not allow distinction be-
tween 5’ transcript ends that represent true sites of transcrip-
tional initiation from ends generated by mRNA processing
events. To identify sequences that could serve as promoter
elements responsible for transcriptional initiation from the
mapped transcript ends, the nucleotide sequence shown in
Fig. 1 was subjected to computer analysis. Computer pro-
grams were used to conduct searches based on the total
information content of the sequences and a back-propaga-
tion neural network (26) trained to identify promoters of the
16-, 17-, and 18-bp spacing classes (25). The results of these
searches are presented in Table 2. A promoter sequence of
the 17-bp spacing class that could transcribe edd was iden-
tified immediately upstream of the 5' end in this region,
spanning nucleotides 1571 to 1599. This promoter is labeled
P, in Fig. 1 and 5. The —10 and —35 regions of P; show a
50% match to the consensus (25). A second promoter
sequence of the 18-bp spacing class, spanning nucleotides
3172 to 3201, that could give rise to the transcript end in this
region was identified and is labeled P, in Fig. 1 and 6. The
—10 region of P, is a good match to the consensus, while the
—35 region is a poor match (25). Two potential promoter
sequences that could give rise to the transcript ends in the
downstream region of the edd gene were identified by
computer searching. Both of these promoters are of the
16-bp spacing class. The promoter labeled P, in Fig. 1 and 6
spans nucleotides 3480 to 3507, and P, spans nucleotides
3490 to 3517. Neither of these promoter sequences is a good
match to the consensus sequence (25). Since the levels of the
2.6- and 0.75-kb transcripts are apparently regulated by
growth on gluconate, it seemed reasonable to predict that the
regulatory sequences in the P, and the P;-to-P, regions
would contain a common sequence element that would be
involved in regulation by gluconate. A computer comparison
of the regions revealed a 9-bp sequence, CGGTGCCGA, in
the vicinity of the —35 regions of these promoters that was
not found elsewhere within the reported sequence. Neither
of these sequence elements is in a region of dyad symmetry,
as would be expected of control sites (23). Definitive proof
that any of these putative promoter sequences are involved
in transcription of the edd-eda region requires further char-
acterization.
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FIG. 7. Restriction map of the E. coli zwf edd eda region. A 0.5-kb size marker is provided. The locations of the zwf, edd, and eda
structural genes are indicated. Terminators (t) identified by computer searches are indicated by ‘‘stop signs.”” The promoters that give rise
to the zwf transcript (30) and the edd-eda transcripts (Fig. 4) are indicated by arrows. Restriction sites are designated as follows: Sall, S; Stul,
St; Sphl, Sp; BstEll, B; Pvull, Pv; Nrul, N; Hincll, H; Pstl, P; BamHI, Bm.

DISCUSSION

Sequence analysis of the E. coli edd-eda region allowed
identification of both reading frames. Functional activity of
the genes was confirmed biochemically by enzyme assay and
genetically by complementation of E. coli mutants with
specific defects in carbon metabolism. With the addition of
this new information, the nucleotide sequence of the entire
zwf edd eda region has been determined. The edd structural
gene lies 236 bp downstream of zwf, and the eda structural
gene lies 34 bp downstream of edd. The zwf region has been
subjected to extensive molecular characterization (29, 30).
The zwf gene is monocistronic, and a search of the zwf-edd
intergenic region for terminators revealed a likely structure,
located immediately upstream of P, for edd-eda (30). Tran-
scriptional analysis provided strong evidence for cotrans-
cription of edd and eda when cultures are grown on glu-
conate. A search of the entire edd-eda nucleotide sequence
for transcriptional terminatorlike structures revealed only
one, found immediately downstream of eda. This fact,
together with the short intergenic region, provides still
further evidence that edd and eda form an operon that
functions for induction of the Entner-Doudoroff pathway
when E. coli is grown on gluconate.

The current results are entirely consistent with those of
numerous previous studies that have provided genetic evi-
dence for differential, yet interestingly symmetrical, expres-
sion of the edd and eda genes (14). Molecular characteriza-
tion of edd-eda transcription revealed the presence of four
putative promoters in this region. A model describing tran-
scription of the zwf, edd, and eda genes, based on the results
of this and related studies (29, 30), is shown in Fig. 7. The
2.6-kb message transcribed from P, encodes both edd and
eda. The fact that this transcript was observed only in cells
grown on gluconate argues strongly that P, is regulated by
gluconate. Thus, it is hypothesized that P, is the primary
gluconate-inducible promoter responsible for induction of
the Entner-Doudoroff pathway, as mediated by the gntR
product (19).

The high basal levels of eda expression were shown to be

TABLE 2. Putative promoter sequences within
the edd-eda region

Space Size of
—35 region class —10 region intervening Start Promoter
(bp) region (bp)
TTCACC 17 TACACT 5 A P,
TAAACT 18 TATTAT 3 A P,
CTGTCC 16 CAACCT 7 T P,
CCGAAC 16 CACTTT 13 A P,

due to constitutive transcription of two eda-specific tran-
scripts (Fig. 4). The 1.0-kb message is most likely tran-
scribed from P,, which is located within the upstream edd
gene. The 0.71-kb message appears to be transcribed from a
pair of closely spaced promoters, P; and P,, also located
within the upstream edd gene. It is possible that the 0.71-kb
transcript results from mRNA processing of the longer 2.6-
and 1.0-kb messages rather than transcriptional initiation.
However, the finding that increased levels of the 0.71-kb
transcript were induced by growth on gluconate argues in
favor of the hypothesis that a gluconate-regulated promoter
is present in this region. Whether one or both of the mapped
5’ ends in this region correspond to true transcriptional
initiation sites cannot be determined. It should be noted that
although the quality of the P,, P;, and P, promoters is
uniformly poor, all three are located within the edd struc-
tural gene. The sequences that form these promoters must
ultimately provide enzyme function also. In fact, P, is
located within a region of highly conserved amino acid
residues. With respect to regulation by gluconate, the signif-
icance of a conserved nine-base sequence overlapping the
—35 regions of gluconate-responsive promoters P;, P,, and
P, is not known (Fig. 1). There is a need for further
characterization of the putative edd-eda promoter regions
before the molecular details of induction of the Entner-
Doudoroff pathway can be fully understood.

The E. coli edd gene is only the second to be sequenced,
in addition to the Z. mobilis edd gene (2). A comparison of
the deduced primary amino acid sequences of 6-phosphoglu-
conate dehydratase from the two organisms showed that
they are highly conserved (Fig. 2). It is interesting that
6-phosphogluconate dehydratase is related to dihy-
droxyamino acid dehydratase, an enzyme of the isoleucine-
valine biosynthetic pathway, which catalyzes a similar reac-
tion. Although 6-phosphogluconate dehydratase has been
purified and its kinetics have been examined (22), little is
known about the structure of the protein as it relates to
reaction mechanism (16). In a recent study, it was shown
that E. coli 6-phosphogluconate dehydratase is sensitive to
superoxide and that the substrate, 6-phosphogluconate, pro-
tects the enzyme from attack by superoxide (16). Consider-
ing the protective role of 6-phosphogluconate, induction of
glucose-6-phosphate dehydrogenase in E. coli by superoxide
is most interesting (20, 29). Given the probable importance
of the Entner-Doudoroff pathway for aerobic growth on
carbohydrates (1), we hypothesize that increased synthesis
of glucose-6-phosphate dehydrogenase in the presence of
superoxide leads to increased intracellular levels of 6-phos-
phogluconate. This would provide the organism with a
mechanism for saturating 6-phosphogluconate dehydratase
with the substrate to protect the enzyme from oxidative
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stress under the conditions in which it would be most
needed. The finding that superoxide dismutase mutants are
impaired for growth on gluconate indicates that an increased
6-phosphogluconate level alone is not fully protective (16).

It has become apparent that the sequence of the E. coli
eda gene has already been reported as part of a long-term
study by Patil and Dekker (27). The enzyme purified by them
from E. coli, KHG aldolase, is in fact identical to KDPG
aldolase (37). They had previously commented on the simi-
larity of this enzyme to KDPG aldolase from P. putida. A
comparison of KDPG aldolase enzymes from three different
organisms is shown in Fig. 3. Two active-site residues have
been conserved in each of these enzymes. The role of KDPG
aldolase in metabolism is complex. In E. coli, the enzyme is
present at a branch point where catabolism of gluconate and
hexuronic acids converge (14). Furthermore, there is sub-
stantial evidence that KDPG is a toxic metabolic intermedi-
ate, perhaps making it necessary to elevate KDPG aldolase
to cope with flux through either pathway (14). The need for
high basal levels of KDPG aldolase under conditions that do
not result in KDPG formation is not so easily explained. It is
tempting to speculate that KHG aldolase plays a role in
regulating glyoxylate levels in E. coli. Gupta and Dekker (17)
showed that glyoxylate could be mineralized to carbon
dioxide via a pathway involving condensation with pyruvate,
catalyzed by KHG aldolase, to form KHG. Low basal
expression of isocitrate lyase could result in continuous
synthesis of low levels of glyoxylate that might otherwise
accumulate to toxic levels in the absence of the aldolase (21).
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