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Abstract: Many bacteria possess all the machineries required to grow on fatty acids (FA) as a unique
source of carbon and energy. FA degradation proceeds through the 3-oxidation cycle that produces
acetyl-CoA and reduced NADH and FADH cofactors. In addition to all the enzymes required for
-oxidation, FA degradation also depends on sophisticated systems for its genetic regulation and
for FA transport. The fact that these machineries are conserved in bacteria suggests a crucial role
in environmental conditions, especially for enterobacteria. Bacteria also possess specific enzymes
required for the degradation of FAs from their environment, again showing the importance of
this metabolism for bacterial adaptation. In this review, we mainly describe FA degradation in
the Escherichia coli model, and along the way, we highlight and discuss important aspects of this
metabolism that are still unclear. We do not detail exhaustively the diversity of the machineries found
in other bacteria, but we mention them if they bring additional information or enlightenment on
specific aspects.
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1. Introduction

Fatty acids (FA) are the principal components of the membrane structures of all living
organisms and play essential roles in membrane architecture, homeostasis, and transport.
Therefore, FA metabolism occupies a central position in the microbial metabolome, and the
pathways involved are conserved between prokaryotes and eukaryotes.

FAs are carboxylic acids (R-COOH) with a long aliphatic chain that can be either
saturated or unsaturated. FAs are classified based on the length of the aliphatic chain:
short-chain fatty acids (SCFAs) are made of less than 6 carbons, medium-chain fatty acids
(MCFAs) are made of 6 up to 10 carbons, and long-chain fatty acids (LCFAs) are made of
12 carbons or more. The aliphatic chain length determines the mode of entry of FA within
the cell and the machinery of degradation involved. To be oxidized, the M/LCFAs require
the activation of the fatty acid degradation (fad) regulon, the main object of this review. Full
degradation of SCFAs requires the Ato machinery.

Escherichia coli has been used as the prototypical prokaryote for studying FA degra-
dation for over 50 years. Thanks to the ease of genetic manipulation, many features of
FA catabolism have been disclosed. However, the key role of FA degradation factors in
adaptation to stress and in virulence has been evidenced more recently in many pathogenic
bacteria [1-4].

In addition, the explosion of genomic sequence information provided complete ge-
nomic data sets for many organisms, highlighting parallels and gaps among bacterial
species, and the more complex eukaryotic FA degradation. Similarities between prokary-
otes and eukaryotes include (i) the conservation of enzyme structures and functions (i.e.,
most metabolic enzymes share 30-40% identical amino acids), (ii) the conserved reaction
mechanisms as well as the common enzymatic pathways, which reflect the sequence con-
servation; (iii) high-affinity transport systems for the uptake of exogenous FAs. In addition,
the degradation of FAs in eukaryotes is controlled by transcriptional regulators sensing
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FAs in a manner very similar to the transcriptional regulation of FA degradation (fad) genes
in response to LCFAs in prokaryotes [5].

In this review, we present an up-to-date description of FA degradation in E. coli,
from the description of the paradigmatic FA 3-oxidation cycle to the complexity of the
transcriptional regulation orchestrating expression of the fad genes in response to different
environmental and nutrimental conditions. We mention features observed in other bacteria
if they are important to highlight or discuss specific aspects. In addition, we discuss the
importance of redundancy of the Fad enzymes in bacteria, and specifically the role of
homologs to the canonical fatty acid degradative (Fad) enzymes in E. coli. We conclude
the review with open questions that we think are important to study in order to better
understand this central metabolism of the bacterial cell.

2. Pathways of Fatty Acid Degradation

Fatty acids (FAs) are important sources of both metabolic energy and essential compo-
nents of membranes in all organisms. In bacteria, FAs are mainly found as components
of the phospholipids (PLs), in which two FAs are attached to a glycerol backbone. In
Gram-negative bacteria, PLs make up the two leaflets of the bacterial inner membrane (IM)
and the internal leaflet of the outer membrane (OM). In the external monolayer of the OM,
FAs also constitute the hydrophobic part of the lipopolysaccharide (LPS). PLs and LPS are
constantly synthesized, modified, and destroyed to maintain membrane homeostasis and
to respond to environmental stressors. Free FAs can be released during these processes,
serving as signaling molecules for the regulation of the LPS levels or providing an extra
carbon source when other sources are depleted [2,6,7]. Nonetheless, the main source of free
FAs remains the surrounding environment. Especially in the gut environment, the dietary
intake of the host (i.e., LCFA from dietary triglycerides) as well as the S/MCFA byproduct
from the microbiota metabolism provide an important carbon source for the bacterial
gut inhabitants. This ability to use FAs as sole carbon and energy sources in aerobic and
anaerobic environments allows bacteria to adapt to specific niches in mammalian hosts and
to escape the competition by occupying alternative niches.

2.1. Translocation of Fatty Acid in the Cell

Whereas medium- (C7—Cy1, MCFA) and short-chain fatty acids (C4—Cg, SCFA) may
enter the cell by free diffusion or via porins, specialized importers are required to uptake
exogenous LCFAs (>Cyy) [8]. In E. coli, the entrance of LCFAs into the cell consists of their
import through the outer membrane by the specialized OM transporter FadL, followed
by crossing of the inner membrane coupled to FA activation by the cytosolic acyl-CoA
synthetase FadD (Figure 1).

FadL is a 48 kDa (3-barrel protein composed of 14 3-strands, with two extracellular
loops, L3 and L4 [9] (Figure 2). An exposed hydrophobic groove extends from the ex-
tracellular surface of the protein to an opening in the barrel wall between two [3-strands,
without connecting the extracellular milieu with the periplasm. Finally, the N-terminal
hatch domain of FadL plugs both the channel and the opening in the barrel wall, blocking
the passage of the substrate to the lateral opening (Figure 2).

Exogenous LCFAs are first recognized at the surface of FadL by a low-affinity binding
site formed by the two extracellular loops. Then, the LCFA diffuses to the high-affinity
binding site within the channel. This LCFA translocation causes the displacement of
the N-terminus plug, leading to the opening of the channel and the lateral release of the
substrate in the OM (Figure 2) [9-11].

The mechanism of transfer of the LCFAs from the OM to the IM across the periplasm
is still unclear. At the IM, LCFA crossing of the phospholipid bilayer is thought to occur
via a flip-flop mechanism, followed by the vectorial thioesterification of the FA by FadD
(Figure 3) [12,13]. The essential fatty acyl-CoA synthetase FadD, upon activation by ATP
(adenosine triphosphate), couples the import of the LCFA with its activation by adding a
coenzyme A molecule (CoA). FadD is a cytoplasmic homodimer of 62 kDa, which binds
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transiently to the IM cytoplasmic leaflet. LCFA activation consists of an energetically costly
two-step reaction:
Fatty acid + ATP — acyl-AMP + PPi

Acyl-AMP + CoASH — acyl-CoA + AMP
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Figure 1. The -oxidation pathway of fatty acid degradation. Exogenous long-chain fatty acids
are imported across the cell membranes via a transport/acyl-activation mechanism involving the
outer membrane protein FadL and the inner membrane-bound acyl-CoA synthetase FadD (1). Upon
activation, the fatty acyl-CoA enters the 3-oxidation cycle. Four enzymatic reactions follow: a first
oxidation by FadE, generating one FADH, molecule (2, ACD), and three reactions carried out by
the tri-functional complex FadBA: a hydration (3, ECH), a second oxidation generating a NADH
molecule (4, HACD), and a final thiolytic cleavage (5, KACT), producing a molecule of acetyl-CoA.
The acetyl-CoA is the substrate for key metabolic processes of the central metabolism. The enzymes
of the -oxidation cycle are shown in blue. Numbers correspond to the five reactions required for
the activation and catabolism of FA. ACD = acyl-CoA dehydrogenase; ECH = enoyl-CoA hydratase;
HACD = hydroxy-acyl-CoA dehydrogenase; KACT = ketoacyl-CoA thiolase.
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Figure 2. (A) FadL structure. The extracellular loops L3 and L4 are indicated. The N-terminal
hatch domain (the plug, in panel B) and the phenylalanine 3 (the hexagon) are in pink. Two fatty
acid molecules are shown in green, in the different binding sites: the low-affinity binding site at
the entrance of the channel (on the top) and the high-affinity binding site in the channel (on the
bottom). The red star shows the lateral opening in the (3-barrel. (B) Model for ligand-gated transport
in FadL. This model has been proposed in [9]. FadL is depicted as the black rectangle. In the
closed state (left), the LCFA substrate (green square) binding to the high-affinity site in the channel
causes a conformational change in the N-terminal hatch domain. The resulting displacement of the
phenylalanine 3 (pink hexagon) leads to the open state of FadL (right) and to substrate release. The
LCFAs are released in the OM through the lateral opening in the barrel wall. The putative positions of
the outer membrane (OM) boundaries are indicated with horizontal lines, with the lipopolysaccharide
(LPS) extracellular side at the top and the periplasm (P) at the bottom. This and the following figures
were made with PyMOL.
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Figure 3. Vectorial transport and activation of FAs by FadD. Free FAs are protonated in the periplasm
and then partitioned into the inner membrane (1). After flipping to the cytoplasmic face of the inner
membrane (2), the free FAs recruit FadD proteins to the membrane (3), which extract them from the
membrane concomitantly with their activation to acyl-CoA (4). Numbers correspond to the four
steps required for the translocation and activation of the FA. IM = inner membrane, ATP = adenosine
triphosphates; CoA = coenzyme A; AMP = adenosine monophosphates; PPi = pyrophosphate.
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The first step proceeds through the pyro-phosphorolysis of the ATP that catalyzes
the acylation of the carboxyl group of the FA to the phosphoryl group of the AMP, while
liberating a pyrophosphate; in the second step, the fatty acyl moiety is transferred to the
sulfhydryl group of CoA, while the AMP is released [14].

Deletion of either fadL or fadD results in the inability of the cells to grow on FAs of any
chain length as sole carbon sources. However, cells harboring a mutation in both fadL and
fadR (encoding the repressor responding to LCFA, see Section 3.1) can grow on MCFAs, but
not on LCFAs. This implies that the OM transporter FadL is specific for LCFAs, while FadD
is able to process a broader spectrum of FAs [15-17].

Coupling of the transport and thioesterification of the FAs ensures that most FAs
(98%) imported in the cell are in the form of fatty acyl-CoA thioesters. In this form, the
fatty acyl-CoA thioesters are broken down through the 3-oxidation cycle, where all the
subsequent intermediates of the FA degradation pathway are thioesters linked to CoA
(see below). Only 2% of the imported FAs within the cell are taken up by an acyl-ACP
synthetase diverting this FA pool for the direct biosynthesis of phospholipids [18].

Interestingly, all the intermediates of FA degradation are thioesters of CoA, while all
the intermediates of FA synthesis are thioesters of the small acyl carrier protein (ACP). This
permits the separation of the degradation and synthesis pathways, which consist of similar
but opposite reactions on otherwise identical substrates.

2.2. The B-Oxidation Cycle
2.2.1. Degradation of Saturated Fatty Acids

The B-oxidation cycle by which FAs are degraded is conserved in prokaryotes and in
the mitochondria of eukaryotes. After FA activation by the acyl-CoA synthetase FadD, the
FA (3-oxidation cycle involves four enzymatic activities (Figure 1): acyl-CoA dehydrogenase
(ACD), 2-enoyl-CoA hydratase (ECH), 3-hydroxyacyl-CoA dehydrogenase (HACD), and
3-ketoacyl-CoA thiolase (KACT). At each cycle, the acyl-CoA is shortened by two carbons
after the thiolytic cleavage releasing an acetyl-CoA. The degradation proceeds until the
formation of a molecule of acetoacetyl-CoA that undergoes a last cleavage catalyzed by
the thiolase II AtoB, related to the degradation of SCFA. At each turn of the (3-oxidation
cycle, one molecule of FADH, (flavin adenine dinucleotide) and one molecule of NADH
are produced by the ACD and HACD activities, respectively (Figure 1).

In E. coli, the four reactions of the 3-oxidation cycle are carried out by three proteins:
FadE, FadB, and FadA. FadE is a 89 kDa acyl-CoA dehydrogenase responsible for the
first oxidative step of the cycle [19]. This reaction involves the transfer of two electrons
from the substrate to the FAD cofactor. FADH, must then be re-oxidized to regenerate the
catalytic activity of the dehydrogenase. Apart from the characterization of its enzymatic
activity, very little is known on the molecular aspects of FadE protein or its localization
within the cell. It has been speculated that FadE may be able to function as an electron
transfer flavoprotein thanks to an extra C-terminal domain (see Section 2.2.5), but to date,
experimental support is lacking [19].

The enoyl-CoA generated by FadE is then the substrate for the three reactions carried
out by the cytosolic tri-functional enzyme (TFE) complex FadBA (Figure 4) [20]. Four
enzymatic activities are in fact associated with FadB: the enoyl-CoA hydratase (ECH) and
3-hydroxyacyl-CoA dehydrogenase (HACD) occur at each 3-oxidation cycle (Figure 1). The
two other additional activities performed by FadB, the cis-A3-trans-A?-enoyl-CoA isomerase
and 3-hydroxyacyl-CoA epimerase, are required during the oxidation of unsaturated FA
(UFA) (Figure 5) [21,22]. The saturated FA oxidation proceeds via three sequential reactions
required to complete the cycle: the hydration and the oxidation steps performed by FadB,
and the thiolytic cleavage carried out by FadA (Figure 1). The oxidative reaction carried
out by FadB involves the transfer of electrons from the substrate to a NAD* cofactor.

The TFE complex is well conserved in both mitochondria and bacteria. Three-dimensional
structures have been obtained for bacterial and human TFE (Figure 4) [23-25]. In addition,
the structure of FadB from E. coli was published recently [26]. The FadBA complex is
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a hetero-tetramer composed of two copies of the 78 kDa multifunctional enzyme FadB,
and two copies of the 42 kDa 3-ketoacyl-CoA thiolase FadA. The mechanistic details of
the channeling mode for the TFE FadBA complex have been uncovered [23]. In brief,
the 3'-phosphate ADP moiety anchors the fatty acyl-CoA substrate to a common binding
pocket in between the ECH and the HACD catalytic centers of FadB (Figure 4). This
allows the fatty acyl-CoA group to pivot from the ECH to the HACD active site and then,
toward the KACT active site of FadA. The incorporation of the acyl-CoA tail into the KACT
hydrophobic cavity and the relocation of 3'-phosphate ADP bring the reactive C,—C3 bond
of the FA to the correct position in the FadA active site for the thiolytic cleavage. This
conformational transition weakens the ADP binding and detaches the substrate from the
FadB pocket.

A channeling mechanism similar to that described for bacteria seems to be conserved
in eukaryotes, as shown by the studies on the human mitochondrial TFE complex [25,27,28].

Rhodococcus

opacus
YP_002779722.1 239
YP_433438.1
Rodothermus
YP_001411745.1 marinus
NP_001411744.1

DsMa252
YP_003290744.1
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Figure 4. TFE complex families. TFE-a and TFE-b sequences have been proposed to group in four
parallel subfamilies [24]. We are showing the pairs of TFE-a and TFE-b proteins in global families,
indicated by the light shading on a phylogenetic tree widely simplified from [24]. The organisms
for which the 3D structure of the TFE complexes have been studied are shown in bold letters.
PfTFE = Pseudomonas fragi (PDB code: 1WDK) [23]; hsTFE = Homo sapiens (PDB code: 5ZQZ) [25];
mtTFE = Mycobacterium tuberculosis (PDB code: 4B3]) [24]. The quaternary assemblies of mtTFE,
pfTFE, and mitochondrial hsTFE are shown anticlockwise from the top. The two TFE«x ECH domains
are shown in blue (light and dark); the two TFEx HACD domains are shown in green (light and dark).
The TFEB dimer (KACT domain) is at the center in violet (light and dark). Acyl-CoA is shown as red
sticks. In the structure of pfTFE, the two o-helices linkers are shown in yellow, the NAD cofactors
are shown as orange sticks, and the FA tail analogues in the TFEx are shown in pink. Predicted
interaction of the hsTFE with the mitochondrial inner membrane (IM) is shown as suggested in [28].
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2.2.2. Degradation of Unsaturated Fatty Acids

E. coli can also degrade unsaturated FA (UFA) with double bonds at even- or odd-
numbered positions (Figure 5). For the degradation of UFAs with double bonds at odd-
numbered carbons (e.g., oleic acid: cis-A?-octadecenoic acid), FadB carries out two addi-
tional reactions: cis-A3-trans-A%-enoyl-CoA isomerase and 3-hydroxyacyl-CoA epimerase
activities, which allow the UFA to re-enter the (3-oxidation cycle at the ECH step [29,30].

The catabolism of UFA with double bonds in even-numbered positions (for example,
petroselinic acid: cis-A®-octadecenoic acid, or linoleic acid: cis,cis-A?,A1?-octadecadienoic
acid) requires an auxiliary enzyme to those of the 3-oxidation cycle. Indeed, after a given
number of cycles through the 3-oxidation pathway, those UFAs contain 2-trans, 4-cis double
bonds that cannot be further modified by FadB (Figure 5). In E. coli, the FadH auxiliary
2,4-dienoyl-CoA reductase overcomes this issue.

) Oleic acid o Linoleic acid
(9-cis-octadecenoic acid) (9-cis, 12-cis-octadecadienoic acid)

l Transport & activation j Transport & activation

0 0
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3-ketoacyl-CoA
FadBA
FadA
o
i /\/\/\/J\
/\/\/\/\/J\SCO,; SCoA
Fatty acyl-CoA Fatty acyl-CoA
(o] (0]
ASCoA /'\SCOA
Acetyl-CoA Acetyl-CoA

Figure 5. Degradation of unsaturated fatty acids (UFAs). UFA with a double bond extending
from odd-numbered carbons (e.g., oleic acid, on the left) can be degraded thanks to the additional
3,2-enoyl-CoA isomerase activity of FadB (in the blue box on the left). UFA with double bonds
extending from even-numbered carbons (e.g., linoleic acid, on the right) requires the auxiliary
enzyme FadH carrying out a 2,4 dienoyl-CoA reductase activity (in the blue box on the right).
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FadH is a 72 kDa monomeric protein that contains a [4Fe-4S] cluster, an NADPH,
a FAD, and a flavin mononucleotide (FMN) domain (Figure 6) [31-33]. FadH uses the
reducing power of an NADPH to remove the C;—Cs double bond of the 2,4-dienoyl-CoA
substrate (Figure 5). It results in the formation of a 2-trans-enoyl-CoA product that can be
incorporated again into the (3-oxidation cycle. In this FadH-catalyzed hydride reaction,
two reducing equivalents are directly transferred from NADPH to FAD, with a subsequent
transfer of two electrons to FMN via the [4Fe-45] cluster. The fully reduced FMN gives an
ion to the C5 atom of the FA substrate, and the FadH active center residues protonate the
C4 atom to complete the reaction [34,35].

Fatty
acyl-CoA

Figure 6. FadH structure. The 3D structure of E. coli FadH determined by X-ray crystallography is
shown (PDB code: 1PS9) [35]. The N-terminal TIM barrel is colored in red, with the fatty acyl-CoA
substrate in beige and FMN shown as yellow sticks. The [4Fe-4S] cluster is in the center of the figure
(yellow and orange balls). The middle flavodoxin-like domain is in green, with FAD drawn as light
green sticks. The C-terminal domain is in blue and includes NADPH, shown as light blue sticks.
Yellow dashed arrows and numbers correspond to the electron flow during the reduction process
from NADPH to the fatty acyl substrate. The N and C termini are indicated.

Another type of UFA needs special attention. Indeed, although E. coli can fully degrade
90% of imported oleic acid, approximately 10% is converted into 3,5-cis-tetradecadienoyl-
CoA that cannot be further degraded because the required enzyme, a dienoyl-CoA iso-
merase, is missing. Instead, the 3,5-cis-tetradecadienoyl-CoA is hydrolyzed to 3,5-cis-
tetradecadienoic acid, which is then released in the medium. This hydrolysis is referred
to as the thioesterase-dependent pathway of the 3-oxidation cycle and it is essential to
prevent the accumulation of minor metabolites which would otherwise inhibit the flux
across the 3-oxidation cycle [36].
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E. coli possesses three thioesterases that could be involved in this thioesterase-dependent
pathway: TesA (thioesterase I), TesB (thioesterase II), and FadM (predicted thioesterase
III) [37]. Because TesA is a periplasmic protein, the cytosolic TesB and FadM proteins were
the two candidates to carry out this additional reaction. Indeed, the growth on conjugated
linoleic acid of an E. coli tesB and fadM double mutant was affected [38]. The double mutant
was more impaired than the AtesB or AfadM single mutants. This suggested that both
thioesterases may be involved and cooperate in the terminal hydrolytic reaction of the
pathway [38]. Interestingly, FadM seems to be specifically involved in FA degradation
since, in contrast with TesA and TesB, fadM is induced by the presence of LCFA and belongs
to the fad regulon controlled by the repressor FadR (see §B.3) [37,39].

2.2.3. S/MCFA Degradation

As the 3-oxidation of the LCFA continues, the FA chain length progressively shortens
to MCFAs and SCFAs, and the degradation of these FA species requires additional enzymes
to be completed. S/MCFAs can also be directly acquired from the exogenous environment,
especially in the gut.

MCFAs (C19—C12) are degraded by the core enzymes of the 3-oxidation cycle (FadEBA).
However, MCFAs with chain lengths shorter than Cy4 do not relieve FadR repression (see
§B.3), so E. coli cannot use MCFAs as sole carbon and energy sources if LCFAs are not
also present.

Interestingly, it has been shown that some natural and artificial strategies may come
into play to allow the degradation of MCFA. Indeed, E. coli spontaneous mutants in fadR
are readily isolated when growing on MCFA as the sole carbon source. Moreover, it
was observed that the increase in the acyl-CoA pool in the cell, obtained by the artificial
induction of the FadD synthetase, allows E. coli to counteract the FadR-mediated repression
of the fad regulon and to grow on MCFA [40,41]. It revealed that E. coli FA degradation is
not efficient. Indeed, during FA catabolism, E. coli accumulates short- and medium-chain
thioester intermediates, as not all the FAs entering the 3-oxidation are fully converted in
the final acetyl-CoA product. This defect of E. coli seems to derive from the low efficiency
of the FadEBA complex activity. Indeed, Salmonella enterica can completely convert the
FAs to acetyl-CoA thanks to more efficient activities of the (3-oxidation cycle [40]. This
is surprising given the high sequence identity (>91%) of the FadEBA enzymes of E. coli
and Salmonella.

The degradation of SCFA (C4—Cg) in E. coli requires other enzymes in addition to those
of the p-oxidation cycle (Figure 7). The AtoDAEB enzymes involved in the catabolism
of SCFAs are induced by the presence of aceto-acetate (3-oxo-butanoic acid) [42]. Ex-
ogenous SCFAs presumably cross the OM via porin channels and diffuse across the cy-
toplasmic membrane in a non-ionized form [30]. AtoE is a membrane protein of the
2-hydroxycarboxylate transporter family [43] and is likely involved in SCFA import. The «-
and (-subunits of the acetyl-CoA:acetoacetyl-CoA transferase, AtoD and AtoA, similarly to
the step catalyzed by FadD, activate the acetoacetate to acetoacetyl-CoA [42,44]. Then, the
3-ketoacyl-CoA thiolase II, AtoB, catalyzes the thiolytic cleavage of the resulting short-chain
fatty acyl-CoA to acetyl-CoA. In addition to the Ato enzymes, SCFA requires FadE and
FadB enzymes to be fully degraded (Figure 7) [45]. For this reason, degradation of SCFAs
in E. coli requires the presence of both acetoacetate and LCFAs, alleviating FadR repression
of the fad regulon, to occur concurrently [30].

2.2.4. The TCA Cycle and Glyoxylate Shunt

The tricarboxylic acid cycle (TCA) plays two essential metabolic roles in the cell.
First, it allows the complete oxidation of acetyl-CoA during respiration [46]. It is highly
regulated in the response of respiratory conditions. This is perfectly illustrated in facultative
anaerobe bacteria such as E. coli, where the TCA cycle is an inducible pathway rather than
a housekeeping process. Second, the TCA provides the required intermediates for the
biosynthesis of several amino acids.
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The glyoxylate shunt is essential for growth on substrates such as acetate or FAs
that are degraded exclusively to acetyl moieties. Through a full TCA cycle, the acetyl-
CoA would be quantitatively lost as CO,, and there would be no way to replenish the
dicarboxylic acid pool necessary for the synthesis of amino acids and biomass production.
The glyoxylate shunt resolves this problem. It contains five reactions of the TCA cycle, but
it bypasses the two steps during which carbons are lost in the form of CO, (Figure 8). The
glyoxylate shunt requires three enzymes in addition to those shared with the TCA cycle.
The isocitrate lyase AceA and the malate synthetase AceB convert the isocitrate substrate
to malate and succinate (Figure 8). A bifunctional kinase/phosphatase AceK is required
to decrease the activity of the isocitrate dehydrogenase of the TCA cycle that competes
with the isocitrate lyase AceA for the isocitrate substrate (Figure 8). AceK inactivates the
isocitrate dehydrogenase by phosphorylating the Serine 113 residue in the active site of the
enzyme. This phosphorylation prevents the binding of isocitrate to the dehydrogenase [47].
The inactivation of the isocitrate dehydrogenase diverts the isocitrate substrate from the
TCA cycle to the glyoxylate shunt, resulting in the formation of a branch point between
the two metabolic pathways during growth on FAs. Importantly, the three enzymes AceA,
AceB, and AceK are induced during growth on FAs (see Section 3.1).

Acetoacetate
SCFA (C4-Cq)

oM

Peptidoglycan

IM
AtoDA

Short

B—oxidD‘ ,
\cycly acyl-CoA

FadE
FadB 0 0

Acetoacetyl-CoA

|G
L

SCoA
Acetyl-CoA

Figure 7. Degradation of short-chain fatty acids (SFCAs). AtoE is an inner membrane (IM) protein
predicted to have ten transmembrane domains [43] involved in the import of SCFAs and acetoacetate
across the IM. AtoD and AtoA are the x- and (3-subunits of the acetyl-CoA:acetoacetyl-CoA trans-
ferase that activates the SCFAs and the acetoacetate by the CoA thioesterification. The catabolism of
SCFAs requires an oxidation and a hydration step carried out by FadE and FadB, respectively. The
AtoB thiolase II is in charge of the last thiolytic cleavage of the acetoacetyl-CoA to acetyl-CoA. The
Ato enzymes specifically involved in the SCFA catabolism are shown in green capsules. FadE and
FadB are indicated in blue.
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2.2.5. Fatty Acid 3-Oxidation and the Respiratory Chain

Growth on FAs requires the presence of either oxygen as final electron acceptor (in
aerobic condition) or alternative electron acceptors such as nitrate (in anaerobic condition)
to allow reducing equivalents to be re-oxidized through respiratory chains. Indeed, FAs
are a non-fermentable carbon source, and therefore, they require a functional electron
transfer mechanism to channel the reducing power produced by the 3-oxidation cycle
(one molecule of FADH; and one NADH are produced at each round) to the components
of the electron transfer chain (ETC) located in the IM. In addition, the growth on LCFA
has been suggested to increase the oxidative stress in E. coli more than the growth on
other non-fermentable carbon sources (i.e., acetate or glycerol), due to the accumulation
of reduced cofactors produced during the 3-oxidation cycle [48]. Therefore, an optimal
coupling between the 3-oxidation cycle and the respiratory ETC is needed. In mitochondria
and in bacteria, electron transfer flavoproteins (ETF) are involved in the transfer of electrons
from flavoenzymes and dehydrogenases to the respiratory chains. ETFs are two-subunit
enzymes (composed of ETFx and ETFf chains). In mitochondria, they are required as a
hub to take up the electrons from flavoenzymes and dehydrogenases, and to feed them into
the respiratory chain. Amino acid catabolism, FA oxidation, and choline metabolism are
among the metabolic routes in mitochondria in which ETFs intervene as electron transfer
components [49]. In bacteria, ETFs are involved in similar types of catabolism. For example,
in Mycobacterium tuberculosis, the EtfDAB enzymes are required for growth on FAs [4]. Most
bacterial ETFs are homologous to the FixB and FixA proteins found in nitrogen-fixing and
diazotrophic bacteria.

Acetyl-CoA

Oxaloacetate Citrate

/ Acetyl-CoA
AceB f AceA '
Malate Glyoxylate Isocitrate

AceK-kinase
T
IDH IDH-(?)
\_/
Fuma < AceK-phosphatase
Succinate

Figure 8. The glyoxylate shunt and related reactions. Acetyl-CoA enters in the tri-carboxylic acid
(TCA) cycle. The isocitrate lyase AceA and the malate synthase AceB allow the conversion of isocitrate
to malate and succinate by preventing loss of carbons in the form of CO,. The two reactions of the
TCA cycle bypassed in the glyoxylate shunt are in gray. The regulation of the glyoxylate shunt by
the AceK-dependent phosphorylation of the isocitrate dehydrogenase IDH is shown on the right.
The IDH enzyme is shown in dark gray. All the intermediates of the cycle are in black. The enzymes
involved in the glyoxylate bypass (AceABK) are in blue, as well as the arrows indicating the reactions
carried out by AceA and AceB.
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In E. coli, no ETF system required specifically during growth on FAs has been identified
so far. Three sets of ETF homologs are found in E. coli. The FixAB proteins are required for
anaerobic carnitine reduction [50]. The YgcRQ and YdiQR proteins are of unknown function.
YdiQR were proposed as candidates for growth on FAs in anaerobic conditions due to
the proximity of the genes with the acyl-CoA synthetase fadK gene [51], but experimental
evidence is lacking.

An ETF activity was initially proposed to be associated with the FadE acyl-CoA
dehydrogenase. Interestingly, the FadE enzyme is 814 residues long, two times the size of
the mammalian counterpart. The sequence alignment between FadE and the mammalian
enzyme shows the presence of additional domains of 150 and 400 residues at the N-terminal
and the C-terminal ends of FadE, respectively [19]. The essentiality of the FadE C-terminus
was shown in Salmonella enterica serovar Typhimurium [52]. When the C-terminal domain
of the S. enterica FadE was deleted, the enzyme lost its biological activity in vivo. Therefore,
the E. coli FadE C-terminus was speculated to work itself as a flavoprotein domain. After
the FAD reduction to FADH,, FadE C-terminus was supposed to be involved in the transfer
of electrons from the FadE central dehydrogenase domain to the respiratory chain in order
to re-generate the reducing power [19,51]. However, there is no experimental evidence to
support this role of FadE yet.

2.3. Diversity of the Fad Enzymes
2.3.1. TFE Diversity in Bacteria

The bacterial 3-oxidation machinery was first discovered and characterized in E. coli [12].
However, in the past two decades, the study of FA degradation has been extended to
several microorganisms and highlighted a wide degree of diversity both in the Fad en-
zymes and the substrates metabolized. The multiplicity of the fad genes uncovered in
Gram-positive and Gram-negative bacteria underlines the biological relevance of the FA
degradation in the central carbon metabolism of microorganisms. Moreover, the ability to
degrade a broad range of different FAs provides bacteria with the competitive advantage
to adapt to different niches and environments. For example, Pseudomonas putida displays
two -oxidation machineries (31 and f;) that can degrade alkanoic and phenylalkanoic
acids, but to different extents and efficiencies. Whereas the 31 (FadAB1) is constitutively
expressed, the 31 (FadBAS) is induced when the genes of the first system are mutated,
such as to allow the bacteria survival [53]. Pseudomonas aeruginosa genome contains five
FadBA pair homologs. The FadBA5 pair was shown to be involved in LCFA utilization and
to be induced by LCFA [54,55]. In M. tuberculosis, a genomic survey revealed the presence
of several FadA-like thiolases whose physiological functions are not currently known.
The identified thiolases were classified into four families depending on the presence and
length of an extra helix (LA5), and on their genetic linkage, or not, with genes encoding an
associated TFE-« chain, acyl-CoA dehydrogenases, or enoyl-CoA hydratases/isomerases.
One of these additional TFE-f3, FadA2, was found to be more closely related to the human
TFE-3 subunit (35% identity) than to the mycobacterial FadA1 (27% identity), and to not
interact with the TFE-« [24]. In a last example of multiple 3-oxidation systems, Streptomyces
coelicolor has three FadBA complexes whose expression vary in relation with the stage of
growth and the presence of FA in media [56].

Therefore, the existence of multiple homologs of the fad genes in different bacteria
matches the great chemical diversity of FAs occurring in nature. This diversity strongly
supports the key participation of the respective enzymes in the bacterial fitness, possi-
bly linking FA metabolism to the exploitation of new niches, adaptation to nutritional
challenges, or still unidentified bacterial processes.

2.3.2. A Second TFE in E. coli: The Fadl] Proteins

E. coli contains homologs of FadB and FadA, called Fad] and Fadl, respectively. Snell
and coworkers observed that an E. coli mutant in the fadB gene was still able to produce PHA
from the 3-oxidation of LCFA in an engineered strain [57]. They identified the homologous
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Fad] protein and further showed that it was responsible for the residual activity. Moreover,
the fad] gene is in operon with fadl, coding for a FadA-like thiolase. Fadl] and FadBA
sequences are about 35% identical. This suggested that the homologous Fadl] enzymes
might carry out the FA 3-oxidation at the place of the canonical pair FadBA [57]. In addition,
fadl] genes were shown to be induced by LCFA in a FadR-dependent manner [51,58]. The
year after, the group of Dr. Cronan observed that E. coli was still able to grow slowly on
LCFAs in a fadA mutant, whereas the double mutant AfadA Afadl] was not [51]. In addition,
growth of the AfadA mutant was more robust in the absence of oxygen. Thus, the authors
suggested that fadl] might be specifically involved in FA (3-oxidation in the absence of
oxygen. However, the double mutant Afadl] grew perfectly well on LCFA in anaerobiosis.
Therefore, the core machinery (FadBA) seems to be the main machinery required for FA
degradation, independent of oxygen availability, whereas the second pair, Fadl], is likely
required in case of defects in the main system [51].

Despite their homology, in vitro analysis suggested that Fadl] and FadBA complexes
present many different features [26,59]. Fadl] was modeled as a hetero-octameric enzyme,
possibly membrane-bound. Moreover, Fadl] was proposed to prefer M/LCFA, while FadBA
preferentially metabolizes SCFA. In fact, Fadl] TFE shares several common properties with
the human TFE (HsTFE), and phylogenetic analysis confirmed that the o and 3 subunits of
the Fadl] are more closely related to HsTFE than to the FadBA complex (Figure 4) [24,59].
Based on these in vitro data, and on the mitochondrial model, Sah-Teli and colleagues
speculated that the membrane-bound Fadl] system carries out the 3-oxidation cycle of
very long- and long-chain FAs, and then the soluble system, FadBA, intervenes to catalyze
the reactions on shorter acyl-CoA [59]. This model contrasts the alleged role of FadlJ in
the degradation of FA in the absence of oxygen and the specificities of FadBA and Fadl]
hypothesized by the group of Dr. Cronan [51]. This discrepancy further suggests that
the understanding of the interplay between the FadBA and Fadl] complexes in the FA
degradation has yet to be untangled.

2.3.3. Acyl-CoA Synthetase Diversity in Bacteria

The diversity of the acyl-CoA synthetases, coupling the FA translocation and activa-
tion, is even wider than the one observed for the TFE complexes. For instance, six FadD
enzymes have been described in P. aeruginosa. Two were shown to differentially contribute
to FA degradation, with one being specific for LCFA and the second for SCFA [60]. Another
one, FadD4, was found to be involved in the degradation of FAs and plant-derived acyclic
terpenes, citronellic, and geranic acids [61]. Even more synthases were identified in acti-
nobacteria such as M. tuberculosis, which is predicted to encode 36 FadD-like enzymes, likely
involved in the catabolism of structurally diverse FA within human macrophages [62,63].

2.3.4. The Acyl-CoA Synthetase FadK

E. coli FadK was proposed to be an acyl-CoA synthase homolog to FadD as they share
29% identity and 57% similarity, with a conservation of the typical AMP binding site and
the acyl-CoA synthase motif [64].

An E. coli AfadD mutant is completely blocked in the aerobic 3-oxidation and therefore
cannot grow on LCFA. However, a fadD mutant was shown to grow on S/MCFA and poorly
on LCFA in the absence of oxygen, suggesting the presence of an alternative acyl-CoA
synthase used in the absence of oxygen [51]. FadK was a good candidate for this role and,
indeed, a double mutant AfadD AfadK failed to use FA of all chain lengths as carbon source
either aerobically or anaerobically. Nonetheless, a single fadK mutant grows robustly on all
FAs, independently from oxygen levels, thanks to FadD activity [51]. The authors further
showed in vitro that FadK had low activity on L/MCFA and was maximally active on SCFA
(Cg and Cg) [64]. Given the essentiality of FadD for the (3-oxidation, regardless of oxygen
levels present, these observations rather suggest different and maybe complementary
substrate specificity between the two acyl-CoA synthetases FadD and FadK, rather than a
specific role of FadK in the absence of oxygen (see also Section 3.3).
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3. Genetic Regulation of Fatty Acid Degradation in E. coli

The genes coding for the fatty acid degradation enzymes are scattered around the
chromosome of E. coli and hence transcribed independently (Figure 9). Only the fadBA
and fadl] gene pairs are transcribed as operons, reflecting the tight association of the
polypeptides that form the trifunctional enzyme (cf. Section 2.2; Figure 4). Interestingly,
fadl] genes are located at the same locus as fadL, but in reverse orientation. This genetic
link with the outer membrane FA importer strengthens the role and importance of fadl]
in fatty acid degradation, even though no obvious phenotype of a fadl] mutant has been
evidenced yet.

Fatty acids are not the preferred carbon and energy sources for the cell. Moreover, they
may be only transiently available to enterobacteria depending on the diet intake. Therefore,
the expression of fad genes must be precisely controlled. fad genes are under tight control
of the FadR repressor responding to the presence of FAs. They are also controlled by the
global cAMP/CRP system, avoiding the use of FAs when a better carbon source is available.
Finally, as most genes involved in the catabolism of alternative carbon sources, the genes
are repressed in the absence of oxygen by the ArcAB two-component system.
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Figure 9. Position of the transcriptional regulator binding sites in fad promoters. The promoter
transcription start sites are indicated by arrows (+1). The —10 and —35 regions are aligned and
marked by the dotted vertical lines. The dashed arrows for fadI] and fadE indicate the prediction
from whole-genome determination of transcription start sites [65]. The other transcription start sites
were determined as described in the references indicated below. The position of each binding site
is marked by boxes with the name of the corresponding transcriptional regulator. The distance of
the middle of each binding box to the transcription start site is given below the box. The repressors
are shown in red, and the activators of gene expression in green. The position of hybridization
of the sSRNA RybB on FadL mRNA is also indicated. The references for specific studies of the
expression of the indicated gene are the following: fadL: [66-72]; fadD: [67-69,73-75]; fadE: [19,68,69];
fadBA: [68,69,76,771; fadl]: [51,68,69,78]; fadH: [68,69,79]; fadM: [37,39]; icIR: [80-82].
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3.1. Regulation by Substrate Availability: The Transcriptional Repressor FadR

The expression of the genes involved in fatty acid degradation is increased when exoge-
nous long-chain fatty acids are available. This control is performed by the transcriptional
repressor FadR. fadR mutants were identified long ago as gain of function mutants able to
grow on short-chain FA (shorter than 12 carbons), whereas wild-type E. coli cannot [12].
This was later explained by the fact that fadR codes for a repressor of FA degradation genes,
and that this repression is relieved by the binding of acyl-CoA containing 14 carbons or
more [76] (Figure 10A).
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Figure 10. Control of fad gene expression by FadR, CRP, and ArcA. (A) FadR. A dimer of FadR binds
the fad promoters. It prevents the RNAP binding and inhibits the transcription, as shown by the black
cross (left). Binding of long-chain acyl-CoA results in conformational modification of FadR, which
leaves the DNA, and as a consequence, the RNAP is recruited and transcription starts (right). (B) CRP:
catabolite repression in the presence of glucose prevents fad gene expression (left). In the absence of
glucose, the cAMP levels increase and the cAMP/CRP dimer binds the DNA and recruits the RNAP,
so the transcription starts (right). (C) ArcAB two-component system: the absence of oxygen is sensed
by ArcB, which auto-phosphorylates and transfers the phosphoryl group to ArcA. ArcA-P binds to
DNA, preventing the RNAP recruitment (left). In the presence of oxygen, ArcA cannot bind DNA
and the fad genes are transcribed (right). A legend with the cofactors of the different regulators is
shown in the panel on the bottom.

E. coli FadR is a 239-residue protein of the GntR regulator family and functions as a
dimer (Figure 11). The FadR N-terminal domain binds to DNA thanks to a typical winged-
helix motif, while the C-terminal domain is the acyl-CoA ligand binding domain [83].
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3.1.1. FadR DNA Binding Features

Mutagenesis experiments permitted the dissection of the DNA binding mechanism [5,84].
Since then, 3D structures of the apo-FadR dimer bound to DNA have permitted to under-
stand in detail the recognition between FadR and DNA [83,85,86] (Figure 11A). Depending
on the fad gene, one or two FadR binding sites overlap with the transcription start site,
which prevents the access of the promoter to RNAP (Figure 10A).

The small number of FadR target genes described initially led to the definition of a
weak DNA binding consensus sequence for FadR in E. coli [66,87]. The identification of
new target genes has permitted the description of the binding site as a 17 pb palindrome
aaCTGGTCnGACC(T/A)Gtt (Figure 12). Interestingly, comparative genomics approaches
have permitted refining this consensus in diverse orders of gamma-proteobacteria [88].
Lastly, the study of the FadR-DNA binding specificities by the selection of random oligonu-
cleotides led to a very similar consensus sequence [80].

A

Cterm ligand binding domain

Nterm DNA binding domain

Figure 11. Structure of the FadR regulator. (A) Apo-FadR dimer bound to the DNA operator. PBD
ID: 1HIT. (B) Close-up of the ligand binding domain. Apo-FadR on the left (PBD ID: 1E2X) and
myristoyl-CoA bound on the right (PBD ID: 1H9G). The methionine 168 and tyrosine 172 residues
are indicated in red, to highlight their movement upon ligand binding [85,86].

3.1.2. FadR Ligand Binding Properties

Long-chain fatty acyl-CoA (>Ci4) are the specific ligands of E. coli FadR [76]. Acyl-
CoA interacts directly with the FadR C-terminal domain. The acyl-chain is buried deep
inside a hydrophobic pocket (Figure 11B). This binding provokes conformational changes
of the Met168 and Tyr172 residues inside the pocket that must rotate to accommodate the
ligand. This movement induces a large rigid body movement, modifying the distance
between the DNA recognition helices of the two monomers, which alters DNA binding [86].
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Mutagenesis experiments have permitted the dissection of the FadR ligand binding site in
detail [5,89]. Using this information, it was then possible to obtain constitutive mutations
that render the FadR variant insensitive to the addition of FA [89,90].

If the size limit for E. coli FadR de-repression is 14 carbons or more, it has been shown
that increasing the intracellular pool of acyl-CoA by overproducing FadD or by expressing
heterologous FadR protein can decrease the size limit in E. coli [40,41]. FadR from various
bacteria display variable affinities and specificities in the size limit of detection of acyl-CoA
molecules [91]. For instance, FadR of Vibrio cholerae possesses a 40-residue insertion that
creates a second FA binding site for each monomer [91,92]. This may explain the observed
higher sensitivity of this protein to the presence of FA. Strikingly, ligand binding to Vibrio
FadR provokes a huge movement in the structure, much more extensive than the one
observed in FadR from E. coli. This variation in the mode of ligand binding is consistent
with the fact that FadR proteins from diverse y-proteobacteria present a wide range of FA
binding affinities, with the Vibrio FadR having the highest [91].

Interestingly, the specific response of FadR to the presence of FA makes it a useful
biotechnological tool for engineering strains to produce chemicals or fuels derived from
fatty acids or for the design of biosensors [93]. FadR biosensors have also been described to
screen genes increasing the fatty acyl-CoA pool in Saccharomyces cerevisiae [94] or for the
design of a fluorescent sensor enabling the quantification of fatty acyl-CoA in living human
cells and subcellular compartments [95]. Since FadR from various bacteria display different
affinities and specificities for different acyl-CoAs [91], and since it has been shown that it
is possible to fine-tune FadR binding capacity by site-directed mutagenesis [90], there is
leverage for engineering FadR proteins to respond to specific FAs.

3.1.3. The FadR Regulon

FadR directly represses the expression of all the actors of FA degradation (fadL, fadD,
fadE, fadBA, fadl], fadH, fadM) (Figure 9). The binding site is generally overlapping the
—10/+1 region of the promoters of the genes.

As the first line in the detection of exogenous fatty acids, the fadL and fadD genes are
somewhat not as strongly repressed by FadR as the other fad genes, despite the presence of
two binding sites for FadR [67,73]. Curiously, fadD promoter exhibits two FadR binding
sites. The position of the second site at —100 from the transcription start site is surprising if
it is to act as a repressor. No in vivo experiments have been performed to assess the impor-
tance of this site for fadD control. In contrast, the positions of FadR binding sites within
fadL [67], fadE [19], fadBA [76], and fadl] [51] promoters are consistent with a repressing
activity as they overlap the transcription start sites.

fadM and fadH, although required only for the degradation of certain types of FA, are
induced in the presence of any LCFA through FadR de-repression [39,79]. It means that
even if their preferred substrate is not present, they will be induced in the same way as the
other core Fad enzymes by LCFA.

FadR is a dual regulator as it can also act as an activator of transcription. In this
case, it binds upstream of the —35 region from the transcription start site in order to help
RNAP binding. Among the genes activated by FadR is icIR [80]. IcIR is itself a repressor
of the aceBAK operon coding for the enzymes of the glyoxylate shunt. Therefore, in the
presence of LCFA, icIR expression is reduced and aceBAK genes are activated. Indeed, as
explained before, growth on fatty acids requires the glyoxylate shunt to permit the entry of
the acetyl-CoA products of the 3-oxidation into the TCA cycle (cf. Section 2.2).

Importantly, FadR plays a dual role in the regulation of lipid metabolism. In addition
to icIR, it is also an activator of nearly all fatty acid biosynthesis genes. Indeed, it was
recognized early that FadR activates the expression of the fabA and fabB genes involved
in the biosynthesis of unsaturated fatty acids [96-98]. Yet, more recently, it was shown
that FadR modulates the expression of all fab genes [99,100]. Therefore, the presence of
LCFA will not only activate the expression of Fad degradation genes, but it will also slow
down the expression of FA synthesis genes. Hence, FadR is a transcriptional factor that
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positively regulates the anabolism and negatively regulates the catabolism of the same
family of molecules [66]. It was also the first example of repression mediated by a positive
activator [97]. This dual role of FadR in FA degradation and synthesis seems specific to
E. coli, as in other bacteria, two distinct regulators are commonly present to solve the two
functions. Note that, unlike many other DNA binding proteins, FadR does not autoregulate
its synthesis [97,101].

A transcriptome study of the FadR regulon in the presence or absence of FAs has
permitted researchers to discover the activation of fabB by FadR [98], then to identify the
gene coding for FadE [19], and finally to discover the genes coding for Fadl] proteins [51].
The reverse approach of a transcriptome study of a strain overproducing FadR has been
documented [93]. However, in this report, transcriptomic and proteomics experiments were
performed in an engineered strain (a AfadE mutant expressing artificially a cytoplasmic
acyl-CoA thioesterase), so the effects might not be reflecting physiological conditions.

3.2. Regulation by Carbon Source Availability: The CRP/cAMP Activator

The fad regulon is strongly repressed in the presence of glucose, and the presence of
LCFAs cannot relieve this repression [12,13,102]. However, when glucose gets low, cAMP
starts accumulating, and two cAMP molecules bind the cAMP receptor protein (CRP)
dimer, which can then interact with the consensus sequence on the DNA and recruit the
RNAP [74,103] (Figure 10B).

The cAMP/CRP complex positively regulates the expression of several genes of the fad
regulon [67]. cAMP/CRP binding sites have been described in the promoters of fadL, fadD,
and fadH, and these genes are upregulated in limited glucose conditions, suggesting direct
binding of the cAMP /CRP protein to these promoters [67,74,79] (Figures 9 and 12). More
recently, a CRP binding site was identified in the promoter of the fadI] operon, explaining
its upregulation during carbon limitation [78] (Figures 9 and 12). fadBA gene expression
was also described to be downregulated in a crp mutant; however, no binding site was
identified [67,74]. The control of fadE expression by cAMP /CRP has not been investigated
specifically, but the induction of acyl-CoA dehydrogenase activity coded by fadE was shown
to be coordinated with the other FA degradation enzymes [102], and fadE was identified in
a whole-genome study of CRP regulon [78], suggesting that it is certainly also affected by
cAMP /CRP, potentially indirectly, as was proposed for fadBA.

Interestingly, the fad regulon appears to be upregulated in diverse conditions of stress,
especially upon starvation or entry in the stationary phase. A first observation was the
upregulation of the fadB, fadL, and fadD genes during growth arrest [87]. This phenomenon
was further studied for fadD and proposed to be part of a mechanism of “emergency de-
repression” [104]. This de-repression was shown to involve the cAMP/CRP regulation,
and this might be a general mechanism explaining the de-repression of fad genes in the
absence of exogenous FAs. Consistently, the fad regulon was repeatedly found upregulated
during growth arrest in more recent studies, often in correlation with CRP control [78,105].
In addition to cAMP/CRP, regulation by FadR might have another level of control of fad
genes in the stationary phase. Indeed, fadR expression was shown to be repressed by the
growth-related ppGpp global regulator, and the quantity of FadR protein was lower in the
stationary phase [99]. The decrease in FadR might contribute to the upregulation of fad
genes in the stationary phase. Finally, in an E. coli pathogenic strain, the fad genes were
shown to be upregulated by the global stress response regulator RpoS that is involved
in reprogramming gene expression in the stationary phase [106]. While heterogenous in
context, all these studies point to a role of fad genes during growth arrest that might be
important for membrane homeostasis control.

3.3. Repression in Anaerobiosis by the ArcAB Two-Component System

The fad genes are also regulated by the ArcAB two-component system. ArcAB is a
global regulatory system that responds to the redox state of the cell, also dependent on
the oxygen level [109]. ArcB is a membrane-associated tripartite sensor kinase comprising
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a transmitter domain, a receiver domain, and a phosphotransferase domain, whereas
ArcA is the transcriptional regulator sensu stricto. A reduction in oxygen concentration
induces a change in the quinone pool in the inner membrane, which in turn triggers the
autophosphorylation of ArcB, which phosphorylates ArcA. Phosphorylated ArcA binds the
target promoter region and represses the expression of many genes [109] (Figure 10). In the
absence of oxygen, the phosphorylated ArcA binds to the promoter regions of fadL, fadD,
fadE, fadBA, and fadH [68] (Figures 9 and 12). The joint repressions by FadR and by ArcA
have been shown to result in additive effects on fadL, fadD, and fadH genes, and synergistic
effects on fadBA expression [67,68,79].

Interestingly, fadl] genes are also repressed by ArcA and negatively regulated by
FadR [51,68]. Fadl] proteins have been proposed to function as an alternative pathway for
FA degradation in the absence of oxygen [51] (see Section 2.3). However, subsequent studies
on the regulation of these genes have clearly shown that they are controlled exactly like the
fadBA homologous genes (expressed in presence of oxygen and LCFAs). Importantly, they
are repressed in anaerobiosis by the ArcAB two-component system, which brings some
doubt regarding a specific role in anaerobiosis (see Section 2.3.2). Yet, as with the other fad
genes, fadl] can be derepressed in the absence of oxygen if LCFAs are present.

FadR binding sites

Repressed genes Activated genes

1 1 10
fadD-1 [GlGICTGGRC TC. aced cclgc@cTTcEACICACTT
fadE AAGTGGEYC CT. fabl cT/clclelclrccldac/cTieGC
fadL-1 AGICTGGEYC TA. accA GAICAGGTCA[CT|TTIGAT
fadL-2 |.ACTGGpC TAA acpP ACIC|TGC/CGG[EAT|TTAGT,
fadM ACICAGTENA TG. fabH CTCARC/cccldac/calcTA
fadH AAICTCARYC AT. ieclR AA|C|T/C[ATC|G T|ICAIGTT
fadD-2 |AGICTGGpYA TT. fabA AA/C/T/GATCG[EHACTTGTT
fadBA ATICTGGpYA AT . fabB GG|C|IT/GA[TC|G[AC|TTIGTT
fadlJ ATICAGGEC TT. accB CCCTGATAA[EAC/CAGTA
consensus : aaCTGGTCnGACCAGtt aaCTGGTCnGACCAGtt
CRP binding sites
1 19 20

fadl. . ATAAGEYeINCIC|GAAAYHA[SINCIT T
fadD .AATAGEYeX\CGIC/GIC TENSG[&FN\AICC
fadH CTTT TeyeFNATICICICAYSA[FNAA .

AAATGTGAtctagaTCACATTT

[

consensus

ArcA binding sites

1 19
fadE TTACAATATAATT
fadH AAAATAATTGTTA
fadIlJd AAAAAAATGGTTA
fadL TGCAAGTATGTTT
fadD TAATATTATGTTA
fadBA TAAAAATATGCAA

consensus GTTAATTAAATGTTA

Figure 12. Binding sites of FadR, CRP, and ArcA in fad promoters. The binding site sequences were
retrieved from the references given in Figure 9. The consensus sequences were retrieved from the
Ecocyc website [107]. The alignments were formatted using the ESPrit 3.0 server [108]. Strictly
conserved and more than 60% conserved nucleotides are highlighted in black and bold, respectively.
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FadK has also been proposed to act in FA degradation in anaerobiosis (see Section 2.3.4).
However, increased expression of fadK in anaerobic conditions has not been observed in
transcriptome studies [69,75], which is in contradiction with the observed increase reported
previously [64]. Furthermore, there is no evidence of the regulation of fadK by FadR or CRP,
another argument suggesting that further studies are required to ascertain the role of FadK
in FA degradation either in the presence or absence of oxygen.

3.4. Regulation of fadL by Stress Response

As the outer membrane receptor and importer of FAs from the environment, FadL
is in first line and can therefore be additionally tuned to control the induction of the fad
genes, before the entrance of FAs inside the cell and the FadR response. It is therefore
not so surprising that the fadL gene is controlled by additional stress response pathways.
First, fadL is repressed by the osmoregulator EnvZ/OmpR two-component system [70].
Four potential OmpR binding sites have been evidenced by foot-print experiments in fadL
promoter (Figure 9), resulting in the repression of fadL expression at high osmolarity [70].
In hyperosmotic conditions, several other outer membrane transporters such as the OmpC
and OmpF porins are regulated by the EnvZ/OmpR two-component system. In these
conditions of cell shrinkage and dehydration, the control of FA import might be important
to maintain cell integrity.

fadL is also repressed by the alternative sigma factor ¢, in response to envelope stress.
This is due to direct repression by the small RNA RybB, itself induced by oF [71]. The
interaction between fadL mRNA and RybB has been further confirmed by global MS2-sRNA
affinity purification [72] and shown to require the Hfq RNA chaperone [110].

4. Open Questions and Research Needs

We have described here the role of the 3-oxidation machinery of E. coli for growth on
FAs as the sole carbon source. However, it is possible that the Fad machinery might also be
involved in other roles than exogenous FA consumption. Indeed, it has been proposed that
in the stationary phase, free FAs are released due to the recycling of the envelope and its
phospholipids, and that these FAs are processed by the Fad enzymes [6,7]. This certainly
must be put in relation with the upregulation of fad genes in the stationary phase, and the
involvement of the different global regulators ppGpp, RpoS, and CRP should be assessed
within this context. Moreover, outer membrane stress can be detected by a phospholipase,
and the FAs produced act as signaling molecules requiring the function of the acyl-CoA
synthase FadD [2]. The multiplicity of Fad enzymes observed in E. coli and other bacteria
might play a role in these stress response conditions.

The Fad isoforms may also show different substrate specificities yet to be discovered.
Research on this aspect is important for the development of new metabolic engineering
strategies. Indeed, FA metabolism is being used widely to produce biofuels and derived
molecules of interest, and the manipulation of the FA 3-oxidation enzymes are key in this
engineering [111-113].

The biochemistry of the f-oxidation pathway in E. coli is well known. In contrast,
there is no information about the molecular organization of the proteins in the cell: Does the
stable TFE FadBA complex interact with the other components such as FadD and FadE, or
the accessory enzymes FadH and FadM that are all produced at the same time upon FadR
de-repression? Another crucial question is to know how the reducing power generated by
the B-oxidation pathway is transferred to the respiratory chain. If FadE is involved as it
has been proposed, we need structure/function and biophysical studies on the mechanism
of FadE, to understand what the exact function of the FadE C-terminal domain is. Finally,
is there a specific localization of the enzymes in the cell? FadD is expected to be associated
with the inner membrane for the import of the FAs [114], and it has been proposed that the
FadlI] complex might also be bound to the membrane [59]. A localization of the machinery
at the membrane might help in transferring the reductive power to the respiratory chain.
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In addition, these studies on the molecular and cellular aspects of the Fad enzymes
might help to clarify the proposed role of the FadI] and FadK enzymes in a specific anaerobic
degradation system.

The fad genes of E. coli are controlled by a common complex network of regulators
(FadR, CRP, and ArcAB described in this review). This regulation is now well described
and understood, yet some gaps remain: the expression of the fadE gene has not been
studied much, and how FadR and ArcA can be both repressors by binding to rather distant
binding sites is unclear. A thorough clarification of the transcription start site(s) and
binding experiments is needed. Moreover, all the fad genes are repressed by catabolite
repression, yet the direct CRP control has been shown only for fadD, fadL, fadl], and fadH
genes (Figure 9). It will be important to determine if the control of the other fad genes by
cAMP/CRP is direct or not, and if indirect, through which mechanism.

In addition to the FadR, CRP, and ArcAB regulators controlling fad gene expression in
response to metabolic clues, there is certainly an additional fine-tuning of the expression
of fad genes by stress response regulators. This is exemplified by the regulation of fadL by
the OmpR regulator depending on osmolarity [70], and by the small RNA RybB activated
during envelope stress [71], or by the upregulation of fad genes during the stationary phase.
Given the complexity of the regulatory network of the fad genes, it would not be surprising
that an additional layer of regulation by sSRNA intervenes. Interestingly, two recent reports
have shown the involvement of sSRNA regulation on fad genes. In V. cholerae, the SRNA
FarS reinforces the repression of the two fadE genes by FadR [115]. In E. coli, a new sRNA
c0293 inside the e14 prophage seems to repress fadR expression [116].

To conclude, numerous examples of the contribution of FA metabolism to bacterial
infections, either for signaling or for FA degradation, suggest that this metabolism plays a
crucial role in responding to the host environment. Investigating the wide chemical diver-
sity of FAs along with the multiple FA degradation pathways evolved by bacteria will be
especially important to assess the contribution of FA metabolism to bacterial multiplication
and survival in natural settings.

Author Contributions: Writing—original draft preparation, V.P. and E.B.; writing—review and
editing, V.P, EB. and E.B. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the Centre National de la Recherche Scientifique (CNRS) and
the Pasteur Institute. V.P. was supported by a doctoral fellowship from the French Ministry of Higher
Education and Research.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Pifer, R.; Russell, RM.; Kumar, A.; Curtis, M.M.; Sperandio, V. Redox, amino acid, and fatty acid metabolism intersect with
bacterial virulence in the gut. Proc. Natl. Acad. Sci. USA 2018, 115, E10712-E10719. [CrossRef] [PubMed]

2. May, K.L,; Silhavy, T.J. The Escherichia coli Phospholipase PIdA Regulates Outer Membrane Homeostasis via Lipid Signaling.
mBio 2018, 9, e00379-18. [CrossRef] [PubMed]

3. Ellermann, M.; Jimenez, A.G; Pifer, R.; Ruiz, N.; Sperandio, V. The Canonical Long-Chain Fatty Acid Sensing Machinery Processes
Arachidonic Acid to Inhibit Virulence in Enterohemorrhagic Escherichia coli. mBio 2021, 12, €03247-20. [CrossRef] [PubMed]

4.  Beites, T,; Jansen, R.S.; Wang, R.; Jinich, A.; Rhee, K.Y.; Schnappinger, D.; Ehrt, S. Multiple acyl-CoA dehydrogenase deficiency
kills Mycobacterium tuberculosis in vitro and during infection. Nat. Commun. 2021, 12, 6593. [CrossRef]

5. DiRusso, C.C.; Black, PN.; Weimar, ].D. Molecular inroads into the regulation and metabolism of fatty acids, lessons from bacteria.
Prog. Lipid Res. 1999, 38, 129-197. [CrossRef]

6. Pech-Canul, A.; Nogales, J.; Miranda-Molina, A.; Alvarez, L.; Geiger, O.; Soto, M.].; Lépez-Lara, .M. FadD is required for
utilization of endogenous fatty acids released from membrane lipids. . Bacteriol. 2011, 193, 6295-6304. [CrossRef]

7. Pech-Canul, A.C.; Rivera-Herndndez, G.; Nogales, J.; Geiger, O.; Soto, M.].; Lépez-Lara, .M. Role of Sinorhizobium meliloti and
Escherichia coli Long-Chain Acyl-CoA Synthetase FadD in Long-Term Survival. Microorganisms 2020, 8, 470. [CrossRef]

8.  Black, PN.; DiRusso, C.C. Transmembrane movement of exogenous long-chain fatty acids: Proteins, enzymes, and vectorial
esterification. Microbiol. Mol. Biol. Rev. 2003, 67, 454-472. [CrossRef]

9. Van den Berg, B.; Black, P.N.; Clemons, W.M.; Rapoport, T.A. Crystal structure of the long-chain fatty acid transporter FadL.

Science 2004, 304, 1506-1509. [CrossRef]


http://doi.org/10.1073/pnas.1813451115
http://www.ncbi.nlm.nih.gov/pubmed/30348782
http://doi.org/10.1128/mBio.00379-18
http://www.ncbi.nlm.nih.gov/pubmed/29559571
http://doi.org/10.1128/mBio.03247-20
http://www.ncbi.nlm.nih.gov/pubmed/33468701
http://doi.org/10.1038/s41467-021-26941-1
http://doi.org/10.1016/S0163-7827(98)00022-8
http://doi.org/10.1128/JB.05450-11
http://doi.org/10.3390/microorganisms8040470
http://doi.org/10.1128/MMBR.67.3.454-472.2003
http://doi.org/10.1126/science.1097524

Biomolecules 2022, 12, 1019 22 of 25

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.
20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.
31.

32.

33.

34.

35.

36.

37.

Hearn, E.M.; Patel, D.R.; Lepore, B.W.; Indic, M.; van den Berg, B. Transmembrane passage of hydrophobic compounds through a
protein channel wall. Nature 2009, 458, 367-370. [CrossRef]

Lepore, B.W,; Indic, M.; Pham, H.; Hearn, E.M.; Patel, D.R.; van den Berg, B. Ligand-gated diffusion across the bacterial outer
membrane. Proc. Natl. Acad. Sci. USA 2011, 108, 10121-10126. [CrossRef] [PubMed]

Overath, P; Pauli, G.; Schairer, H.U. Fatty acid degradation in Escherichia coli. An inducible acyl-CoA synthetase, the mapping of
old-mutations, and the isolation of regulatory mutants. Eur. J. Biochem. 1969, 7, 559-574. [CrossRef] [PubMed]

Klein, K.; Steinberg, R.; Fiethen, B.; Overath, P. Fatty acid degradation in Escherichia coli. An inducible system for the uptake of
fatty acids and further characterization of old mutants. Eur. ]. Biochem. 1971, 19, 442-450. [CrossRef] [PubMed]

Weimar, J.D.; DiRusso, C.C.; Delio, R.; Black, PN. Functional role of fatty acyl-coenzyme A synthetase in the transmembrane
movement and activation of exogenous long-chain fatty acids. Amino acid residues within the ATP/AMP signature motif of
Escherichia coli FadD are required for enzyme activity and fatty acid transport. J. Biol. Chem. 2002, 277, 29369-29376.

Nunn, W.D.; Simons, R.W. Transport of long-chain fatty acids by Escherichia coli: Mapping and characterization of mutants in the
fadL gene. Proc. Natl. Acad. Sci. USA 1978, 75, 3377-3381. [CrossRef]

Black, PN.; Kianian, S.F,; DiRusso, C.C.; Nunn, W.D. Long-chain fatty acid transport in Escherichia coli. Cloning, mapping, and
expression of the fadL gene. J. Biol. Chem. 1985, 260, 1780-1789. [CrossRef]

Black, P.N. Characterization of FadL-specific fatty acid binding in Escherichia coli. Biochim. Biophys Acta. 1990, 1046, 97-105.
[CrossRef]

Rock, C.O.; Jackowski, S. Pathways for the incorporation of exogenous fatty acids into phosphatidylethanolamine in Escherichia
coli. J. Biol. Chem. 1985, 260, 12720-12724. [CrossRef]

Campbell, ] W.; Cronan, J.E. The enigmatic Escherichia coli fadE gene is yafH. ]. Bacteriol. 2002, 184, 3759-3764. [CrossRef]

Pawar, S.; Schulz, H. The structure of the multienzyme complex of fatty acid oxidation from Escherichia coli. ]. Biol. Chem. 1981,
256, 3894-3899. [CrossRef]

Yang, S.Y.; Li, ].M.; He, X.Y.; Cosloy, S.D.; Schulz, H. Evidence that the fadB gene of the fadAB operon of Escherichia coli encodes
3-hydroxyacyl-coenzyme A (CoA) epimerase, delta 3-cis-delta 2-trans-enoyl-CoA isomerase, and enoyl-CoA hydratase in addition
to 3-hydroxyacyl-CoA dehydrogenase. J. Bacteriol. 1988, 170, 2543-2548. [CrossRef] [PubMed]

Smeland, T.E.; Cuebas, D.; Schulz, H. Epimerization of 3-hydroxy-4-trans-decenoyl coenzyme A by a dehydration/hydration
mechanism catalyzed by the multienzyme complex of fatty acid oxidation from Escherichia coli. ]. Biol. Chem. 1991, 266,
23904-23908. [CrossRef]

Ishikawa, M.; Tsuchiya, D.; Oyama, T.; Tsunaka, Y.; Morikawa, K. Structural basis for channelling mechanism of a fatty acid
beta-oxidation multienzyme complex. EMBO ]. 2004, 23, 2745-2754. [CrossRef]

Venkatesan, R.; Wierenga, R.K. Structure of mycobacterial 3-oxidation trifunctional enzyme reveals its altered assembly and
putative substrate channeling pathway. ACS Chem. Biol. 2013, 8, 1063-1073. [CrossRef] [PubMed]

Xia, C.; Fu, Z.; Battaile, K.P.; Kim, J.P. Crystal structure of human mitochondrial trifunctional protein, a fatty acid 3-oxidation
metabolon. Proc. Natl. Acad. Sci. USA 2019, 116, 6069-6074. [CrossRef]

Sah-Teli, S.K.; Hynonen, M.].; Sulu, R.; Dalwani, S.; Schmitz, W.; Wierenga, R.K.; Venkatesan, R. Insights into the stability and
substrate specificity of the E. coli aerobic 3-oxidation trifunctional enzyme complex. . Struct Biol. 2020, 210, 107494. [CrossRef]
Kunau, W.H.; Dommes, V.; Schulz, H. beta-oxidation of fatty acids in mitochondria, peroxisomes, and bacteria: A century of
continued progress. Prog Lipid Res. 1995, 34, 267-342. [CrossRef]

Liang, K,; Li, N.; Wang, X.; Dai, J.; Liu, P; Wang, C.; Chen, X.-W.; Gao, N.; Xiao, J. Cryo-EM structure of human mitochondrial
trifunctional protein. Proc. Natl. Acad. Sci. USA 2018, 115, 7039-7044. [CrossRef]

Pramanik, A.; Pawar, S.; Antonian, E.; Schulz, H. Five different enzymatic activities are associated with the multienzyme complex
of fatty acid oxidation from Escherichia coli. ]. Bacteriol. 1979, 137, 469-473. [CrossRef]

Clark, D.P; Cronan, J.E. Two-Carbon Compounds and Fatty Acids as Carbon Sources. EcoSal Plus 2005, 1. [CrossRef]

Caldeira, J.; Feicht, R.; White, H.; Teixeira, M.; Moura, ].].G.; Simon, H.; Moura, I. EPR and Md&ssbauer spectroscopic studies on
enoate reductase. J. Biol. Chem. 1996, 271, 18743-18748. [CrossRef] [PubMed]

Liang, X.; Thorpe, C.; Schulz, H. 2,4-Dienoyl-CoA reductase from Escherichia coli is a novel iron-sulfur flavoprotein that functions
in fatty acid beta-oxidation. Arch. Biochem. Biophys. 2000, 380, 373-379. [CrossRef] [PubMed]

Tu, X.; Hubbard, P.A.; Kim, ]J.J.; Schulz, H. Two distinct proton donors at the active site of Escherichia coli 2,4-dienoyl-CoA
reductase are responsible for the formation of different products. Biochemistry 2008, 47, 1167-1175. [CrossRef] [PubMed]

You, S.Y.; Cosloy, S.; Schulz, H. Evidence for the essential function of 2,4-dienoyl-coenzyme A reductase in the beta-oxidation of
unsaturated fatty acids in vivo. Isolation and characterization of an Escherichia coli mutant with a defective 2,4-dienoyl-coenzyme
A reductase. . Biol. Chem. 1989, 264, 16489-16495. [CrossRef]

Hubbard, P.A.; Liang, X.; Schulz, H.; Kim, J.J. The crystal structure and reaction mechanism of Escherichia coli 2,4-dienoyl-CoA
reductase. J. Biol. Chem. 2003, 278, 37553-37560. [CrossRef]

Ren, Y; Aguirre, J.; Ntamack, A.G.; Chu, C.; Schulz, H. An alternative pathway of oleate beta-oxidation in Escherichia coli involving
the hydrolysis of a dead end intermediate by a thioesterase. J. Biol. Chem. 2004, 279, 11042-11050. [CrossRef]

Nie, L.; Ren, Y.; Schulz, H. Identification and characterization of Escherichia coli thioesterase III that functions in fatty acid
beta-oxidation. Biochemistry 2008, 47, 7744-7751. [CrossRef]


http://doi.org/10.1038/nature07678
http://doi.org/10.1073/pnas.1018532108
http://www.ncbi.nlm.nih.gov/pubmed/21593406
http://doi.org/10.1111/j.1432-1033.1969.tb19644.x
http://www.ncbi.nlm.nih.gov/pubmed/4887396
http://doi.org/10.1111/j.1432-1033.1971.tb01334.x
http://www.ncbi.nlm.nih.gov/pubmed/4928881
http://doi.org/10.1073/pnas.75.7.3377
http://doi.org/10.1016/S0021-9258(18)89661-2
http://doi.org/10.1016/0005-2760(90)90099-J
http://doi.org/10.1016/S0021-9258(17)38934-2
http://doi.org/10.1128/JB.184.13.3759-3764.2002
http://doi.org/10.1016/S0021-9258(19)69542-6
http://doi.org/10.1128/jb.170.6.2543-2548.1988
http://www.ncbi.nlm.nih.gov/pubmed/3286611
http://doi.org/10.1016/S0021-9258(18)54369-6
http://doi.org/10.1038/sj.emboj.7600298
http://doi.org/10.1021/cb400007k
http://www.ncbi.nlm.nih.gov/pubmed/23496842
http://doi.org/10.1073/pnas.1816317116
http://doi.org/10.1016/j.jsb.2020.107494
http://doi.org/10.1016/0163-7827(95)00011-9
http://doi.org/10.1073/pnas.1801252115
http://doi.org/10.1128/jb.137.1.469-473.1979
http://doi.org/10.1128/ecosalplus.3.4.4
http://doi.org/10.1074/jbc.271.31.18743
http://www.ncbi.nlm.nih.gov/pubmed/8702530
http://doi.org/10.1006/abbi.2000.1941
http://www.ncbi.nlm.nih.gov/pubmed/10933894
http://doi.org/10.1021/bi701235t
http://www.ncbi.nlm.nih.gov/pubmed/18171025
http://doi.org/10.1016/S0021-9258(19)84732-4
http://doi.org/10.1074/jbc.M304642200
http://doi.org/10.1074/jbc.M310032200
http://doi.org/10.1021/bi800595f

Biomolecules 2022, 12, 1019 23 of 25

38.

39.

40.

41.

42.

43.

44.
45.

46.
47.
48.
49.
50.
51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

Nie, L.; Ren, Y.; Janakiraman, A.; Smith, S.; Schulz, H. A novel paradigm of fatty acid beta-oxidation exemplified by the
thioesterase-dependent partial degradation of conjugated linoleic acid that fully supports growth of Escherichia coli. Biochemistry
2008, 47, 9618-9626. [CrossRef]

Feng, Y.; Cronan, J.E. A new member of the Escherichia coli fad regulon: Transcriptional regulation of fadM (ybaW). J. Bacteriol.
2009, 191, 6320-6328. [CrossRef]

Iram, S.H.; Cronan, J.E. The beta-oxidation systems of Escherichia coli and Salmonella enterica are not functionally equivalent.
J. Bacteriol. 2006, 188, 599-608. [CrossRef]

Zhang, H.; Wang, P.; Qi, Q. Molecular effect of FadD on the regulation and metabolism of fatty acid in Escherichia coli. FEMS
Microbiol. Lett. 2006, 259, 249-253. [CrossRef]

Pauli, G.; Overath, P. ato Operon: A highly inducible system for acetoacetate and butyrate degradation in Escherichia coli. Eur. ].
Biochem. 1972, 29, 553-562. [CrossRef] [PubMed]

Lolkema, ].S. Domain structure and pore loops in the 2-hydroxycarboxylate transporter family. J. Mol. Microbiol. Biotechnol. 2006,
11, 318-325. [CrossRef] [PubMed]

Nunn, W.D. A molecular view of fatty acid catabolism in Escherichia coli. Microbiol. Rev. 1986, 50, 179-192. [CrossRef] [PubMed]
Jenkins, L.S.; Nunn, W.D. Genetic and molecular characterization of the genes involved in short-chain fatty acid degradation in
Escherichia coli: The ato system. J. Bacteriol. 1987, 169, 42-52. [CrossRef] [PubMed]

Cronan, ].E.; Laporte, D.C. Tricarboxylic Acid Cycle and Glyoxylate Bypass. EcoSal Plus 2005, 1, 206-216. [CrossRef]

Dolan, S.K.; Welch, M. The Glyoxylate Shunt, 60 Years On. Annu. Rev. Microbiol. 2018, 72, 309-330. [CrossRef]

Agrawal, S.; Jaswal, K.; Shiver, A.L.; Balecha, H.; Patra, T.; Chaba, R. A genome-wide screen in Escherichia coli reveals that
ubiquinone is a key antioxidant for metabolism of long-chain fatty acids. . Biol. Chem. 2017, 292, 20086-20099. [CrossRef]
Henriques, B.J.; Jentoft Olsen, R.K.; Gomes, C.M.; Bross, P. Electron transfer flavoprotein and its role in mitochondrial energy
metabolism in health and disease. Gene 2021, 776, 145407. [CrossRef]

Walt, A.; Kahn, M.L. The fixA and fixB genes are necessary for anaerobic carnitine reduction in Escherichia coli. . Bacteriol. 2002,
184, 4044-4047. [CrossRef]

Campbell, ].W.; Morgan-Kiss, R.M.; Cronan, J.E. A new Escherichia coli metabolic competency: Growth on fatty acids by a novel
anaerobic beta-oxidation pathway. Mol. Microbiol. 2003, 47, 793-805. [CrossRef] [PubMed]

Spector, M.P,; DiRusso, C.C.; Pallen, M.].; Del Portillo, F.G.; Dougan, G.; Finlay, B.B. The medium-/long-chain fatty acyl-CoA
dehydrogenase (fadF) gene of Salmonella typhimurium is a phase 1 starvation-stress response (SSR) locus. Microbiology 1999, 145,
15-31. [CrossRef] [PubMed]

Olivera, E.R.; Carnicero, D.; Garcia, B.; Minambres, B.; Moreno, M.A.; Canedo, L.; DiRusso, C.C.; Naharro, G.; Luengo, ].M.
Two different pathways are involved in the beta-oxidation of n-alkanoic and n-phenylalkanoic acids in Pseudomonas putida U:
Genetic studies and biotechnological applications. Mol. Microbiol. 2001, 39, 863-874. [CrossRef]

Son, M.S.; Matthews, W.J.; Kang, Y.; Nguyen, D.T.; Hoang, T.T. In vivo evidence of Pseudomonas aeruginosa nutrient acquisition
and pathogenesis in the lungs of cystic fibrosis patients. Infect Immun. 2007, 75, 5313-5324. [CrossRef]

Kang, Y.; Nguyen, D.T.; Son, M.S.; Hoang, T.T. The Pseudomonas aeruginosa PsrA responds to long-chain fatty acid signals to
regulate the fadBA5 beta-oxidation operon. Microbiology 2008, 154, 1584-1598. [CrossRef]

Menendez-Bravo, S.; Paganini, J.; Avignone-Rossa, C.; Gramajo, H.; Arabolaza, A. Identification of FadAB Complexes Involved in
Fatty Acid p-Oxidation in Streptomyces coelicolor and Construction of a Triacylglycerol Overproducing strain. Front Microbiol.
2017, 8, 1428. [CrossRef] [PubMed]

Snell, K.D.; Feng, E; Zhong, L.; Martin, D.; Madison, L.L. YfcX enables medium-chain-length poly(3-hydroxyalkanoate) formation
from fatty acids in recombinant Escherichia coli fadB strains. J. Bacteriol. 2002, 184, 5696-5705. [CrossRef] [PubMed]

Zhang, Y.M.; Marrakchi, H.; Rock, C.O. The FabR (YijC) transcription factor regulates unsaturated fatty acid biosynthesis in
Escherichia coli. ]. Biol. Chem. 2002, 277, 15558-15565. [CrossRef] [PubMed]

Sah-Teli, S.K.; Hynonen, M.].; Schmitz, W.; Geraets, ].A.; Seitsonen, J.; Pedersen, ].S.; Butcher, S.J.; Wierenga, R K.; Venkatesan, R.
Complementary substrate specificity and distinct quaternary assembly of the Escherichia coli aerobic and anaerobic 3-oxidation
trifunctional enzyme complexes. Biochem. ]. 2019, 476, 1975-1994. [CrossRef]

Kang, Y.; Zarzycki-Siek, J.; Walton, C.B.; Norris, M.H.; Hoang, T.T. Multiple FadD acyl-CoA synthetases contribute to differential
fatty acid degradation and virulence in Pseudomonas aeruginosa. PLoS ONE. 2010, 5, e13557. [CrossRef]

Zarzycki-Siek, J.; Norris, M.H.; Kang, Y.; Sun, Z.; Bluhm, A.P; McMillan, I.A.; Hoang, T.T. Elucidating the Pseudomonas aeruginosa
fatty acid degradation pathway: Identification of additional fatty acyl-CoA synthetase homologues. PLoS ONE. 2013, 8, e64554.
[CrossRef] [PubMed]

Cole, S.T.; Brosch, R.; Parkhill, J.; Garnier, T.; Churcher, C.; Harris, D.R.; Gordon, S.V.; Eiglmeier, K.; Gas, S.; Barry, C.E., III; et al.
Deciphering the biology of Mycobacterium tuberculosis from the complete genome sequence. Nature 1998, 393, 537-544. [CrossRef]
[PubMed]

Schnappinger, D.; Ehrt, S.; Voskuil, M.L; Liu, Y.; Mangan, J.A.; Monahan, LM.; Dolganov, G.; Efron, B.; Butcher, PD.; Nathan, C.; et al.
Transcriptional Adaptation of Mycobacterium tuberculosis within Macrophages: Insights into the Phagosomal Environment. J. Exp.
Med. 2003, 198, 693-704. [CrossRef] [PubMed]

Morgan-Kiss, R.M.; Cronan, J.E. The Escherichia coli fadK (ydiD) gene encodes an anerobically regulated short chain acyl-CoA
synthetase. . Biol. Chem. 2004, 279, 37324-37333. [CrossRef]


http://doi.org/10.1021/bi801074e
http://doi.org/10.1128/JB.00835-09
http://doi.org/10.1128/JB.188.2.599-608.2006
http://doi.org/10.1111/j.1574-6968.2006.00277.x
http://doi.org/10.1111/j.1432-1033.1972.tb02021.x
http://www.ncbi.nlm.nih.gov/pubmed/4563344
http://doi.org/10.1159/000095634
http://www.ncbi.nlm.nih.gov/pubmed/17114896
http://doi.org/10.1128/mr.50.2.179-192.1986
http://www.ncbi.nlm.nih.gov/pubmed/3523188
http://doi.org/10.1128/jb.169.1.42-52.1987
http://www.ncbi.nlm.nih.gov/pubmed/3025185
http://doi.org/10.1128/ecosalplus.3.5.2
http://doi.org/10.1146/annurev-micro-090817-062257
http://doi.org/10.1074/jbc.M117.806240
http://doi.org/10.1016/j.gene.2021.145407
http://doi.org/10.1128/JB.184.14.4044-4047.2002
http://doi.org/10.1046/j.1365-2958.2003.03341.x
http://www.ncbi.nlm.nih.gov/pubmed/12535077
http://doi.org/10.1099/13500872-145-1-15
http://www.ncbi.nlm.nih.gov/pubmed/10206693
http://doi.org/10.1046/j.1365-2958.2001.02296.x
http://doi.org/10.1128/IAI.01807-06
http://doi.org/10.1099/mic.0.2008/018135-0
http://doi.org/10.3389/fmicb.2017.01428
http://www.ncbi.nlm.nih.gov/pubmed/28824562
http://doi.org/10.1128/JB.184.20.5696-5705.2002
http://www.ncbi.nlm.nih.gov/pubmed/12270828
http://doi.org/10.1074/jbc.M201399200
http://www.ncbi.nlm.nih.gov/pubmed/11859088
http://doi.org/10.1042/BCJ20190314
http://doi.org/10.1371/annotation/a55051c6-25dc-4548-912e-bf339830668e
http://doi.org/10.1371/journal.pone.0064554
http://www.ncbi.nlm.nih.gov/pubmed/23737986
http://doi.org/10.1038/31159
http://www.ncbi.nlm.nih.gov/pubmed/9634230
http://doi.org/10.1084/jem.20030846
http://www.ncbi.nlm.nih.gov/pubmed/12953091
http://doi.org/10.1074/jbc.M405233200

Biomolecules 2022, 12, 1019 24 of 25

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.

92.

Thomason, M.K.; Bischler, T.; Eisenbart, S.K.; Forstner, K.U.; Zhang, A.; Herbig, A.; Nieselt, K.; Sharma, C.M.; Storz, G. Global
transcriptional start site mapping using differential RNA sequencing reveals novel antisense RNAs in Escherichia coli. ]. Bacteriol.
2015, 197, 18-28. [CrossRef]

DiRusso, C.C.; Metzger, A K.; Heimert, T.L. Regulation of transcription of genes required for fatty acid transport and unsaturated
fatty acid biosynthesis in Escherichia coli by FadR. Mol. Microbiol. 1993, 7, 311-322. [CrossRef]

Feng, Y.; Cronan, J.E. Crosstalk of Escherichia coli FadR with global regulators in expression of fatty acid transport genes. PLoS
ONE. 2012, 7, e46275. [CrossRef]

Cho, B.K,; Knight, E.M.; Palsson, B.&. Transcriptional regulation of the fad regulon genes of Escherichia coli by ArcA. Microbiology
2006, 152, 2207-2219. [CrossRef]

Federowicz, S.; Kim, D.; Ebrahim, A.; Lerman, J.; Nagarajan, H.; Cho, B.-K.; Zengler, K.; Palsson, B. Determining the control
circuitry of redox metabolism at the genome-scale. PLoS Genet. 2014, 10, e1004264. [CrossRef]

Higashitani, A.; Nishimura, Y.; Hara, H.; Aiba, H.; Mizuno, T.; Horiuchi, K. Osmoregulation of the fatty acid receptor gene fadL in
Escherichia coli. Mol. Gen Genet. 1993, 240, 339-347. [CrossRef]

Gogol, E.B.; Rhodius, V.A.; Papenfort, K.; Vogel, J.; Gross, C.A. Small RNAs endow a transcriptional activator with essential
repressor functions for single-tier control of a global stress regulon. Proc. Natl. Acad. Sci. USA 2011, 108, 12875-12880. [CrossRef]
[PubMed]

Lalaouna, D.; Carrier, M.C.; Semsey, S.; Brouard, J.-S.; Wang, J.; Wade, ].T.; Massé, E. A 3’ external transcribed spacer in a tRNA
transcript acts as a sponge for small RNAs to prevent transcriptional noise. Mol. Cell. 2015, 58, 393—-405. [CrossRef] [PubMed]
Black, PN.; DiRusso, C.C.; Metzger, A.K.; Heimert, T.L. Cloning, sequencing, and expression of the fadD gene of Escherichia coli
encoding acyl coenzyme A synthetase. J. Biol. Chem. 1992, 267, 25513-25520. [CrossRef]

Zheng, D.; Constantinidou, C.; Hobman, J.L.; Minchin, S.D. Identification of the CRP regulon using in vitro and in vivo
transcriptional profiling. Nucleic Acids Res. 2004, 32, 5874-5893. [CrossRef] [PubMed]

Myers, K.S.; Yan, H.; Ong, LM.; Chung, D.; Liang, K.; Tran, E; Keles, S.; Landick, R.; Kiley, PJ. Genome-scale analysis of Escherichia
coli FNR reveals complex features of transcription factor binding. PLoS Genet. 2013, 9, e1003565. [CrossRef]

DiRusso, C.C.; Heimert, T.L.; Metzger, A.K. Characterization of FadR, a global transcriptional regulator of fatty acid metabolism
in Escherichia coli. Interaction with the fadB promoter is prevented by long chain fatty acyl coenzyme A. J. Biol. Chem. 1992, 267,
8685-8691. [CrossRef]

Liu, X.; De Wulf, P. Probing the ArcA-P modulon of Escherichia coli by whole genome transcriptional analysis and sequence
recognition profiling. J. Biol. Chem. 2004, 279, 12588-12597. [CrossRef]

Li, Z.; Pan, Q.; Xiao, Y.; Fang, X.; Shi, R.; Fu, C.; Danchin, A.; You, C. Deciphering global gene expression and regulation strategy
in Escherichia coli during carbon limitation. Microb. Biotechnol. 2019, 12, 360-376. [CrossRef]

Feng, Y,; Cronan, J.E. Overlapping repressor binding sites result in additive regulation of Escherichia coli FadH by FadR and ArcA.
J. Bacteriol. 2010, 192, 4289-4299. [CrossRef]

Gui, L.; Sunnarborg, A.; LaPorte, D.C. Regulated expression of a repressor protein: FadR activates icIR. J. Bacteriol. 1996, 178,
4704-4709. [CrossRef]

Pan, B.; Unnikrishnan, I.; LaPorte, D.C. The binding site of the IcIR repressor protein overlaps the promoter of aceBAK. J. Bacteriol.
1996, 178, 3982-3984. [CrossRef] [PubMed]

Yamamoto, K.; Ishihama, A. Two different modes of transcription repression of the Escherichia coli acetate operon by IcIR. Mol.
Microbiol. 2003, 47, 183-194. [CrossRef] [PubMed]

Xu, Y,; Heath, R.J.; Li, Z.; Rock, C.O.; White, S.W. The FadR.DNA complex. Transcriptional control of fatty acid metabolism in
Escherichia coli. ]. Biol. Chem. 2001, 276, 17373-17379. [CrossRef]

Raman, N.; Black, P.N.; DiRusso, C.C. Characterization of the fatty acid-responsive transcription factor FadR. Biochemical and
genetic analyses of the native conformation and functional domains. J. Biol. Chem. 1997, 272, 30645-30650. [CrossRef]

Van Aalten, D.M.; DiRusso, C.C.; Knudsen, J.; Wierenga, R.K. Crystal structure of FadR, a fatty acid-responsive transcription
factor with a novel acyl coenzyme A-binding fold. EMBO J. 2000, 19, 5167-5177. [CrossRef]

Van Aalten, D.M.; DiRusso, C.C.; Knudsen, ]J. The structural basis of acyl coenzyme A-dependent regulation of the transcription
factor FadR. EMBO J. 2001, 20, 2041-2050. [CrossRef]

Farewell, A.; Diez, A.A.; DiRusso, C.C.; Nystrom, T. Role of the Escherichia coli FadR regulator in stasis survival and growth
phase-dependent expression of the uspA, fad, and fab genes. ]. Bacteriol. 1996, 178, 6443-6450. [CrossRef] [PubMed]

Kazakov, A.E.; Rodionov, D.A.; Alm, E.; Arkin, A.P.; Dubchak, I.; Gelfand, M.S. Comparative genomics of regulation of fatty acid
and branched-chain amino acid utilization in proteobacteria. J. Bacteriol. 2009, 191, 52—64. [CrossRef] [PubMed]

Raman, N.; DiRusso, C.C. Analysis of acyl coenzyme A binding to the transcription factor FadR and identification of amino acid
residues in the carboxyl terminus required for ligand binding. J. Biol. Chem. 1995, 270, 1092-1097. [CrossRef]

Bacik, J.P; Yeager, C.M.; Twary, S.N.; Marti-Arbona, R. Modulation of FadR binding capacity for acyl-CoA fatty acids through
structure-guided mutagenesis. Protein J. 2015, 34, 359-366. [CrossRef]

Iram, S.H.; Cronan, J.E. Unexpected functional diversity among FadR fatty acid transcriptional regulatory proteins. . Biol. Chem.
2005, 280, 32148-32156. [CrossRef] [PubMed]

Shi, W.; Kovacikova, G.; Lin, W.; Taylor, R K.; Skorupski, K.; Kull, EJ. The 40-residue insertion in Vibrio cholerae FadR facilitates
binding of an additional fatty acyl-CoA ligand. Nat. Commun. 2015, 6, 6032. [CrossRef] [PubMed]


http://doi.org/10.1128/JB.02096-14
http://doi.org/10.1111/j.1365-2958.1993.tb01122.x
http://doi.org/10.1371/journal.pone.0046275
http://doi.org/10.1099/mic.0.28912-0
http://doi.org/10.1371/journal.pgen.1004264
http://doi.org/10.1007/BF00280384
http://doi.org/10.1073/pnas.1109379108
http://www.ncbi.nlm.nih.gov/pubmed/21768388
http://doi.org/10.1016/j.molcel.2015.03.013
http://www.ncbi.nlm.nih.gov/pubmed/25891076
http://doi.org/10.1016/S0021-9258(19)74070-8
http://doi.org/10.1093/nar/gkh908
http://www.ncbi.nlm.nih.gov/pubmed/15520470
http://doi.org/10.1371/journal.pgen.1003565
http://doi.org/10.1016/S0021-9258(18)42497-0
http://doi.org/10.1074/jbc.M313454200
http://doi.org/10.1111/1751-7915.13343
http://doi.org/10.1128/JB.00516-10
http://doi.org/10.1128/jb.178.15.4704-4709.1996
http://doi.org/10.1128/jb.178.13.3982-3984.1996
http://www.ncbi.nlm.nih.gov/pubmed/8682810
http://doi.org/10.1046/j.1365-2958.2003.03287.x
http://www.ncbi.nlm.nih.gov/pubmed/12492863
http://doi.org/10.1074/jbc.M100195200
http://doi.org/10.1074/jbc.272.49.30645
http://doi.org/10.1093/emboj/19.19.5167
http://doi.org/10.1093/emboj/20.8.2041
http://doi.org/10.1128/jb.178.22.6443-6450.1996
http://www.ncbi.nlm.nih.gov/pubmed/8932299
http://doi.org/10.1128/JB.01175-08
http://www.ncbi.nlm.nih.gov/pubmed/18820024
http://doi.org/10.1074/jbc.270.3.1092
http://doi.org/10.1007/s10930-015-9630-1
http://doi.org/10.1074/jbc.M504054200
http://www.ncbi.nlm.nih.gov/pubmed/16027119
http://doi.org/10.1038/ncomms7032
http://www.ncbi.nlm.nih.gov/pubmed/25607896

Biomolecules 2022, 12, 1019 25 of 25

93.

94.

95.

96.

97.

98.

99.

100.

101.
102.

103.

104.

105.

106.

107.

108.

109.

110.

111.

112.

113.

114.

115.

116.

Zhang, E; Ouellet, M.; Batth, T.S.; Adams, P.; Petzold, C.; Mukhopadhyay, A.; Keasling, ].D. Enhancing fatty acid production by
the expression of the regulatory transcription factor FadR. Metab. Eng. 2012, 14, 653-660. [CrossRef] [PubMed]

Dabirian, Y.; Gongalves Teixeira, P.; Nielsen, J.; Siewers, V.; David, F. FadR-Based Biosensor-Assisted Screening for Genes
Enhancing Fatty Acyl-CoA Pools in Saccharomyces cerevisiae. ACS Synth Biol. 2019, 8, 1788-1800. [CrossRef] [PubMed]

Wang, W.; Wei, Q.; Zhang, J.; Zhang, M.; Wang, C.; Qu, R.; Wang, Y.; Yang, G.; Wang, J. A Ratiometric Fluorescent Biosensor
Reveals Dynamic Regulation of Long-Chain Fatty Acyl-CoA Esters Metabolism. Angew. Chem. Int. Ed. Engl. 2021, 60, 13996-14004.
[CrossRef]

Henry, M.E;; Cronan, J.E. Escherichia coli transcription factor that both activates fatty acid synthesis and represses fatty acid
degradation. J. Mol. Biol. 1991, 222, 843-849. [CrossRef]

Henry, M.E; Cronan, J.E. A new mechanism of transcriptional regulation: Release of an activator triggered by small molecule
binding. Cell 1992, 70, 671-679. [CrossRef]

Campbell, ].W.; Cronan, J.E. Escherichia coli FadR positively regulates transcription of the fabB fatty acid biosynthetic gene.
J. Bacteriol. 2001, 183, 5982-5990. [CrossRef]

My, L.; Rekoske, B.; Lemke, ].J.; Viala, ].P.; Gourse, R.L.; Bouveret, E. Transcription of the Escherichia coli fatty acid synthesis
operon fabHDG is directly activated by FadR and inhibited by ppGpp. J. Bacteriol. 2013, 195, 3784-3795. [CrossRef]

My, L.; Ghandour Achkar, N.; Viala, ].P; Bouveret, E. Reassessment of the Genetic Regulation of Fatty Acid Synthesis in Escherichia
coli: Global Positive Control by the Dual Functional Regulator FadR. J. Bacteriol. 2015, 197, 1862-1872. [CrossRef]

Cronan, J.E. Bacterial membrane lipids: Where do we stand. Annu. Rev. Microbiol. 2003, 57, 203-224. [CrossRef] [PubMed]
Weeks, G.; Shapiro, M.; Burns, R.O.; Wakil, S.J. Control of fatty acid metabolism. I. Induction of the enzymes of fatty acid
oxidation in Escherichia coli. ]. Bacteriol. 1969, 97, 827-836. [CrossRef] [PubMed]

Fic, E.; Bonarek, P.; Gorecki, A.; Kedracka-Krok, S.; Mikolajczak, J.; Polit, A.; Tworzydlo, M.; Dziedzicka-Wasylewska, M.;
Wasylewski, Z. cAMP receptor protein from Escherichia coli as a model of signal transduction in proteins-a review. J. Mol.
Microbiol. Biotechnol. 2009, 17, 1-11. [CrossRef] [PubMed]

Kvint, K.; Hosbond, C.; Farewell, A.; Nybroe, O.; Nystrom, T. Emergency derepression: Stringency allows RNA polymerase to
override negative control by an active repressor. Mol. Microbiol. 2000, 35, 435-443. [CrossRef]

Kralj, T.; Nuske, M.; Hofferek, V.; Sani, M.-A.; Lee, T.-H.; Separovic, F; Aguilar, M.-L; Reid, G.E. Multi-Omic Analysis to
Characterize Metabolic Adaptation of the E. coli Lipidome in Response to Environmental Stress. Metabolites 2022, 12, 171.
[CrossRef]

Dong, T.; Schellhorn, H.E. Global effect of RpoS on gene expression in pathogenic Escherichia coli O157:H7 strain EDL933. BMC
Genom. 2009, 10, 349. [CrossRef]

Keseler, .M.; Gama-Castro, S.; Mackie, A.; Billington, R.; Bonavides-Martinez, C.; Caspi, R.; Kothari, A.; Krummenacker, M.;
Midford, P.E.; Mufiz-Rascado, L.; et al. The EcoCyc Database in 2021. Front Microbiol. 2021, 12, 711077. [CrossRef]

Robert, X.; Gouet, P. Deciphering key features in protein structures with the new ENDscript server. Nucleic Acids Res. 2014, 42,
W320-W324. [CrossRef]

Brown, A.N.; Anderson, M.T.; Bachman, M.A.; Mobley, H.L.T. The ArcAB Two-Component System: Function in Metabolism,
Redox Control, and Infection. Microbiol. Mol. Biol. Rev. 2022, 86, €0011021. [CrossRef]

Groszewska, A.; Wroblewska, Z.; Olejniczak, M. The structure of fadL mRNA and its interactions with RybB sRNA. Acta Biochim.
Pol. 2016, 63, 835-840. [CrossRef]

Dellomonaco, C.; Clomburg, ].M.; Miller, E.N.; Gonzalez, R. Engineered reversal of the 3-oxidation cycle for the synthesis of fuels
and chemicals. Nature 2011, 476, 355-359. [CrossRef] [PubMed]

Yan, Q.; Pfleger, B.F. Revisiting metabolic engineering strategies for microbial synthesis of oleochemicals. Metab. Eng. 2020, 58,
35-46. [CrossRef] [PubMed]

Yan, Q.; Cordell, W.T,; Jindra, M.A.; Courtney, D.K.; Kuckuk, M.K,; Chen, X.; Pfleger, B.F. Metabolic engineering strategies to
produce medium-chain oleochemicals via acyl-ACP:CoA transacylase activity. Nat. Commun. 2022, 13, 1619. [CrossRef]
Mangroo, D.; Gerber, G.E. Fatty acid uptake in Escherichia coli: Regulation by recruitment of fatty acyl-CoA synthetase to the
plasma membrane. Biochem. Cell Biol. 1993, 71, 51-56. [CrossRef] [PubMed]

Huber, M; Frohlich, K.S.; Radmer, J.; Papenfort, K. Switching fatty acid metabolism by an RNA-controlled feed forward loop.
Proc. Natl. Acad. Sci. USA 2020, 117, 8044-8054. [CrossRef]

Madikonda, A K,; Shaikh, A.; Khanra, S.; Yakkala, H.; Yellaboina, S.; Lin-Chao, S.; Siddavattam, D. Metabolic remodeling in
Escherichia coli MG1655. A prophage el4-encoded small RNA, c0293, post-transcriptionally regulates transcription factors HecaR
and FadR. FEBS J. 2020, 287, 4767-4782. [CrossRef]


http://doi.org/10.1016/j.ymben.2012.08.009
http://www.ncbi.nlm.nih.gov/pubmed/23026122
http://doi.org/10.1021/acssynbio.9b00118
http://www.ncbi.nlm.nih.gov/pubmed/31314504
http://doi.org/10.1002/anie.202101731
http://doi.org/10.1016/0022-2836(91)90574-P
http://doi.org/10.1016/0092-8674(92)90435-F
http://doi.org/10.1128/JB.183.20.5982-5990.2001
http://doi.org/10.1128/JB.00384-13
http://doi.org/10.1128/JB.00064-15
http://doi.org/10.1146/annurev.micro.57.030502.090851
http://www.ncbi.nlm.nih.gov/pubmed/14527277
http://doi.org/10.1128/jb.97.2.827-836.1969
http://www.ncbi.nlm.nih.gov/pubmed/4886296
http://doi.org/10.1159/000178014
http://www.ncbi.nlm.nih.gov/pubmed/19033675
http://doi.org/10.1046/j.1365-2958.2000.01714.x
http://doi.org/10.3390/metabo12020171
http://doi.org/10.1186/1471-2164-10-349
http://doi.org/10.3389/fmicb.2021.711077
http://doi.org/10.1093/nar/gku316
http://doi.org/10.1128/mmbr.00110-21
http://doi.org/10.18388/abp.2016_1361
http://doi.org/10.1038/nature10333
http://www.ncbi.nlm.nih.gov/pubmed/21832992
http://doi.org/10.1016/j.ymben.2019.04.009
http://www.ncbi.nlm.nih.gov/pubmed/31022535
http://doi.org/10.1038/s41467-022-29218-3
http://doi.org/10.1139/o93-008
http://www.ncbi.nlm.nih.gov/pubmed/8329176
http://doi.org/10.1073/pnas.1920753117
http://doi.org/10.1111/febs.15247

	Introduction 
	Pathways of Fatty Acid Degradation 
	Translocation of Fatty Acid in the Cell 
	The -Oxidation Cycle 
	Degradation of Saturated Fatty Acids 
	Degradation of Unsaturated Fatty Acids 
	S/MCFA Degradation 
	The TCA Cycle and Glyoxylate Shunt 
	Fatty Acid -Oxidation and the Respiratory Chain 

	Diversity of the Fad Enzymes 
	TFE Diversity in Bacteria 
	A Second TFE in E. coli: The FadIJ Proteins 
	Acyl-CoA Synthetase Diversity in Bacteria 
	The Acyl-CoA Synthetase FadK 


	Genetic Regulation of Fatty Acid Degradation in E. coli 
	Regulation by Substrate Availability: The Transcriptional Repressor FadR 
	FadR DNA Binding Features 
	FadR Ligand Binding Properties 
	The FadR Regulon 

	Regulation by Carbon Source Availability: The CRP/cAMP Activator 
	Repression in Anaerobiosis by the ArcAB Two-Component System 
	Regulation of fadL by Stress Response 

	Open Questions and Research Needs 
	References

