UNIVERSITYW

This is a repository copy of Deleting the IF1-like { subunit from Paracoccus denitrificans
ATP synthase is not sufficient to activate ATP hydrolysis.

White Rose Research Online URL for this paper:
https://eprints.whiterose.ac.uk/139000/

Version: Published Version

Article:

Varghese, Febin, Blaza, James N orcid.org/0000-0001-5420-2116, Jones, Andrew J Y et
al. (2 more authors) (2018) Deleting the IF1-like ¢ subunit from Paracoccus denitrificans
ATP synthase is not sufficient to activate ATP hydrolysis. Open Biology. 170206. ISSN
2046-2441

https://doi.ora/10.1098/rsob.170206

Reuse

This article is distributed under the terms of the Creative Commons Attribution (CC BY) licence. This licence
allows you to distribute, remix, tweak, and build upon the work, even commercially, as long as you credit the
authors for the original work. More information and the full terms of the licence here:
https://creativecommons.org/licenses/

Takedown
If you consider content in White Rose Research Online to be in breach of UK law, please notify us by
emailing eprints@whiterose.ac.uk including the URL of the record and the reason for the withdrawal request.

\ White Rose -
university consortium eprinis@whiterose.ac.uk
/,:-‘ Uriversities of Leecs: Shetfiekd & York https://eprints.whiterose.ac.uk/




Downloaded from http://rsob.royalsocietypublishing.org/ on November 21, 2018

OPEN
BIOLOGY

rsob.royalsocietypublishing.org

l.)

Research

updates

Cite this article: Varghese F, Blaza N, Jones
AJY, Jarman 0D, Hirst J. 2018 Deleting the
[Fi-like £ subunit from Paracoccus denitrificans
ATP synthase is not sufficient to activate ATP
hydrolysis. Open Biol. 8: 170206.
http://dx.doi.org/10.1098/rsob.170206

Received: 31 August 2017
Accepted: 26 December 2017

Subject Area:
biochemistry

Keywords:

ADP inhibition, ATP hydrolysis, bioenergetics,
& subunit, oxidative phosphorylation,
reversible catalysis

Author for correspondence:
Judy Hirst
e-mail: jh@mrc-mbu.cam.ac.uk

Electronic supplementary material is available
online at https://dx.doi.org/10.6084/mo.
figshare.c.3973992.

THE ROYAL SOCIETY

PUBLISHING

Deleting the IF;-like £ subunit from
Paracoccus denitrificans ATP synthase is
not sufficient to activate ATP hydrolysis

Febin Varghese, James N. Blaza, Andrew J. Y. Jones, Owen D. Jarman
and Judy Hirst

The Medical Research Council Mitochondrial Biology Unit, University of Cambridge, Wellcome Trust/MRC
Building, Biomedical Campus, Hills Road, Cambridge (B2 0XY, UK

=1 JH, 0000-0001-8667-6797

In oxidative phosphorylation, ATP synthases interconvert two forms of free
energy: they are driven by the proton-motive force across an energy-transdu-
cing membrane to synthesize ATP and displace the ADP/ATP ratio from
equilibrium. For thermodynamically efficient energy conversion they must
be reversible catalysts. However, in many species ATP synthases are
unidirectional catalysts (their rates of ATP hydrolysis are negligible), and
in others mechanisms have evolved to regulate or minimize hydrolysis.
Unidirectional catalysis by Paracoccus denitrificans ATP synthase has been
attributed to its unique ¢ subunit, which is structurally analogous to the
mammalian inhibitor protein IF,;. Here, we used homologous recombination
to delete the { subunit from the P. denitrificans genome, and compared ATP
synthesis and hydrolysis by the wild-type and knockout enzymes in
inverted membrane vesicles and the F;-ATPase subcomplex. ATP synthesis
was not affected by loss of the { subunit, and the rate of ATP hydrolysis
increased by less than twofold, remaining negligible in comparison with
the rates of the Escherichia coli and mammalian enzymes. Therefore, deleting
the P. denitrificans { subunit is not sufficient to activate ATP hydrolysis. We
close by considering our conclusions in the light of reversible catalysis and
regulation in ATP synthase enzymes.

1. Background

F,Fo ATP synthases are energy-transducing enzymes that use the energy stored
in electrochemical proton (or sodium) motive forces across the membranes of
bacteria, chloroplasts or mitochondria to generate ATP from ADP and inorganic
phosphate [1]. They catalyse by a mechanical rotary mechanism [1-3]. ADP is
converted to ATP in the membrane-extrinsic F; domain, driven by conformation-
al changes induced by rotation of the central stalk, which is in turn driven by
proton transfer through the membrane-bound Fo motor domain. The energy
released by dissipating the proton-motive force is thus captured by displacing
the ATP/ADP ratio from its equilibrium position. A peripheral stalk acts to
prevent the F; domain rotating, without catalysis, together with the central stalk.

Under conditions of low proton-motive force and high ATP/ADP ratio the
thermodynamics of the system favour ATP hydrolysis over ATP synthesis, and
rotation may reverse to dissipate the energy stored in the high ATP/ADP ratio
and build the proton-motive force. Under anaerobic conditions many bacterial
ATP synthases hydrolyse the ATP produced by glycolysis to generate a proton-
motive force for the support of essential cellular functions [4,5]. However,
should the proton-motive force not be usefully employed and lost to proton
leak, the hydrolysis reaction is wasteful, and it has been assumed that this
explains why many organisms have developed strategies to regulate and
prevent it occurring.

© 2018 The Authors. Published by the Royal Society under the terms of the Creative Commons Attribution
License http://creativecommons.org/licenses/by/4.0/, which permits unrestricted use, provided the original
author and source are credited.
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(a) B. taurus

(b) P. denitrificans

Figure 1. Structural data on four ATP synthase enzymes that do not catalyse
ATP hydrolysis. (a) B. taurus F;-ATPase with the inhibitory domain of the
inhibitor protein bound [11]. (b) P. denitrificans ATP synthase containing
the ¢ subunit [13]. (c) £ coli F;-ATPase with the & subunit in the ‘up’
state in which ATP hydrolysis is inhibited [14]. (d) C thermarum
F,-ATPase [15].

Three distinct ‘ratchet-like” mechanisms have evolved to
regulate and prevent ATP hydrolysis by ATP synthases. In
chloroplasts, an ADP-inhibited state, formed when MgADP
remains bound to one of the catalytic sites, is stabilized
under dark conditions by formation of an intramolecular
disulfide bond, then released under light conditions by
thioredoxin-regulated reduction [1,6]. In mitochondria, an
inhibitor protein, IF;, binds to the ATP synthase during
hydrolysis and blocks the rotary mechanism [7,8]. When
the proton-motive force increases, rotation in the synthesis
direction expels the inhibitor protein, and ATP synthesis
resumes [9]. Structures of both the Bos faurus (bovine) and
Saccharomyces cerevisae (yeast) enzymes have been deter-
mined with their respective inhibitor proteins bound
[10-12], showing that they bind at a catalytic interface
between specific « and B subunits and the y central stalk
subunit in F; (figure 1), but also that the catalytic cycles are
arrested at different stages in the two cases [1]. In bacteria
such as Escherichia coli and Bacillus PS3, which use ATP
synthase to synthesize ATP under aerobic conditions but
hydrolyse it under anaerobic conditions, hydrolysis has
been proposed to be regulated by the & subunit [16] that
connects the central stalk to the membrane-bound c-ring
rotor. The helical C-terminal domain of the subunit adopts
two different conformations: the ‘down’ conformation is
stabilized by a bound ATP molecule, whereas the “up’ confor-
mation has been proposed to inhibit hydrolysis by inserting

into a subunit interface in the F; domain [14,17-21] n

(figure 1). Importantly, all three ratchet mechanisms rely on
removing the enzyme from the catalytic cycle by converting
it to a stable, off-pathway state. By contrast, some bacterial
ATP synthases, such as from Caldalkalibacillus thermarum
and Mycobacterium tuberculosis, are unable to hydrolyse ATP
under any physiologically relevant conditions [15,22], but
no stable off-pathway states have been identified. Their
irreversibility has been linked to a possible altered confor-
mation of the y subunit [23], but evidence to support this
link is lacking. It has also been linked to the C-terminus of
the & subunit [24], but structural and mutagenesis data on
the C. thermarum enzyme (figure 1) have questioned this
relationship [15]. Instead, it has been proposed that, in C. ther-
marum, hydrolysis is inhibited by product inhibition and
extremely slow ADP release. This proposal clearly resembles
the inhibition of hydrolysis by ADP that has been widely
studied in mammalian and bacterial systems [25-27],
although the inhibition is much more severe in C. thermarum
and if it shares a common origin the effect must be very
exaggerated. Thus, the unidirectional ATP synthases from
C. thermarum and M. tuberculosis may be unable to catalyse
ATP hydrolysis effectively because they become trapped in
an excessively stable on-pathway state, from which they are
unable to escape in the hydrolysis direction.

ATP synthase in the bacterium Paracoccus denitrificans is a
further example of an enzyme that is able to catalyse ATP syn-
thesis rapidly, but unable to hydrolyse it effectively [28]. In this
case, the enzyme contains an unusual subunit, the { (zeta) sub-
unit, which resembles the mitochondrial inhibitor protein [29].
When immunoaffinity chromatography was used to strip the &
and { subunits from P. denitrificans F;-ATPase, subsequent
addition of a recombinant form of the { subunit resulted in a
substantial decrease in the sulfite-stimulated rate of hydrolysis
[30]. Similar results were not obtained using an N-terminally
truncated form, suggesting that the N-terminus forms the
inhibitory domain. Subsequently, the structure of the P. denitri-
ficans F1Fo complex, determined by X-ray crystallography at
4.0 A resolution [13], revealed structural similarities between
the interactions of the N-terminus of the ¢ subunit with the
P. denitrificans F1Fo ATP synthase and the interactions of the
inhibitory portions of the bovine and yeast IF; proteins with
their respective enzymes (figure 1) [10-13]. The ¢ subunit
was therefore proposed to prevent ATP hydrolysis by
P. denitrificans ATP synthase.

Here, we have generated a strain of P. denitrificans Pd1222
in which subunit { has been deleted from the genome, and
confirmed the absence of the ¢ subunit from the mature ATP
synthase complex. Surprisingly, we found that removing the
{ subunit does not substantially activate ATP hydrolysis. On
this basis, we consider mechanisms of regulation and inhi-
bition of ATP hydrolysis by ATP synthases in other species
and discuss how the hydrolysis reaction may be blocked in
the P. denitrificans enzyme even in the absence of the { subunit.

2. Results

2.1. Deletion of the £ subunit from the Paracoccus
denitrificans genome

The ¢ gene was deleted by homologous recombination,
using the same strategy as applied previously to delete the
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Figure 2. Genetic confirmation of the £ knockout in P. denitrificans. PCR was used to amplify sequences of DNA that include the sequence for the £ subunit (if
present), and the products were analysed on 1% agarose gels (see electronic supplementary material, table S1 for the primers used). The expected lengths of the
products from the WT and A/ strains, which match the bands marked with asterisks, are shown at the bottom. In the leftmost reaction the primers bind to the
coding sequence itself, so no product is observed from the A strain; in the following three reactions the primers bind to the flanking regions, so the products from

the A/ strain are 315 bp shorter than from the WT.

hydrogenase operon from P. denitrificans [31]. The protein is
104 residues long [29], and the { gene deletion (positions
29411 to 29725 on chromosome 2) removed all the coding
312bp plus the stop codon from the DNA sequence. The
strain with the { gene deleted is referred to hereon as the
A{ strain, for comparison with the strain containing the ¢
gene referred to as the wild-type (WT) strain. Deletion of
the { gene in the A strain was confirmed as follows.

First, PCR analyses were used to confirm the deletion
genetically (figure 2). Colonies of the WT and A{ strains
were grown in LB media and analysed by PCR using four
pairs of primers (see electronic supplementary material,
table S1). The first pair of primer sequences are internal to
the ¢ gene so the WT colonies gave a product of length of
315bp and the A/ colonies gave no product. The other
three pairs of primers bind to different sequences in the flank-
ing regions on each side of the { gene so the WT strain gives
products that are 315 bp longer than those from the A{ strain.
Finally, direct sequencing of the A{ strain confirmed that the
sequences on each side of the { deletion were joined correctly,
with only the 315 bp from the { gene deleted.

Second, proteomic analyses were used to confirm the
deletion on the protein level (figure 3). SBPs were prepared
from both strains, then the proteins were solubilized using
DDM detergent and analysed using Blue Native PAGE
(figure 3a). The bands corresponding to the intact ATP
synthase enzyme (expected molecular mass 546 kDa [13])
were excised and the presence of the ATP synthase subunits
investigated by Orbitrap mass spectrometry. All the expected
subunits were detected, except for the hydrophobic ¢ subunit
(which is typically difficult to detect). The { subunit was
detected in the WT sample with a score considerably above
the 95% confidence threshold, but not in the A{ sample (see
electronic supplementary material, table S2). Following a

second Blue Native PAGE analysis, the bands were again
excised from the gel, then analysed in a second dimension
experiment by SDS-PAGE (figure 3b) to visualize the individ-
ual subunits. The banding patterns for the WT and A{
samples match closely, except the protein with the smallest
apparent mass of approximately 12 kDa, matching the
expected 11 kDa mass of the { subunit [29], is absent from
the A{ sample. The three lowest molecular mass bands
were excised from the gel and analysed by MALDI mass
spectrometry, confirming the identity of the band absent
from the A sample as the ¢ subunit (see electronic sup-
plementary material, table S3). The F,;-ATPase subcomplex
was then isolated from both strains and analysed using
SDS-PAGE (figure 3c). Again, the lowest molecular mass
band, which is visually absent from the A sample, was con-
firmed to contain the { subunit by MALDI mass spectrometry
(see electronic supplementary material, table S4). Finally, the
sequence of every remaining ATP synthase enzyme subunit
in the A strain was checked by direct sequencing of a set
of PCR products and confirmed to be identical to in the
WT strain. Therefore, there are no secondary mutations
present in the variant strain that may affect catalysis and
confound observations on the effects of deleting the { subunit.

In summary, a comprehensive set of analyses demon-
strated that the { subunit of ATP synthase is not present in
the A strain.

2.2. Respiratory chain function in the WT
and A/ strains

Table 1 shows that the specific rates of NADH : O, oxido-
reduction by complexes I, III and IV (referred to as NADH
oxidation), measured in the presence of the uncoupler
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Figure 3. Protein confirmation of the ¢ knockout in P. denitrificans. (a) BN-PAGE analyses of SBPs visualized using Coomassie R250. Orbitrap mass spectrometry
analyses were performed on the F;Fy ATP synthase bands (shown by outline boxes) of both strains (see electronic supplementary material, table S2). (b) SDS-PAGE
analyses of the ATP synthase bands excised from a BN-PAGE gel. () SDS-PAGE analyses of the F;-ATPase subcomplexes isolated from both strains. In (b) and (c)
labelled bands were identified by MALDI mass spectrometry (see electronic supplementary material, tables S3 and S4).

Table 1. Specific activities for NADH oxidation in the vesicle systems
studied. Measurements were carried out at 32°C in 10 mM Tris—SO, (pH
7.4) and 250 mM sucrose, using 100 LM NADH (or 100 M deaminoNADH
for £ coli) with 8 wgml™" gramicidin used to dissipate Ap (Ap — 0)
when required. The RCR value is the ratio of the rates in the presence and
absence of gramicidin. DeaminoNADH precludes NADH oxidation by NDH2;
background rates recorded in the presence of piericidin A (for NADH
oxidation) were less than 5% of the measured rates and have been
subtracted. See Material and methods for experimental details. The values
are mean averages + s.e.m. (n = 3).

rate of reaction
(mol min~"mg™")

NADH RCR for
species/ NADH oxidation NADH
strain oxidation (Ap — 0) oxidation
Pd wild-type 1.03 + 0.04 2.15 4+ 0.02 2.09 4+ 0.09
Pd A strain 1.23 + 0.03 2.33 +0.03 1.90 + 0.05
B. taurus 0.19 4+ 0.01 0.72 4+ 0.02 3.80 + 0.06
E coli 142 + 0.03 1.67 + 0.02 1.18 + 0.03

gramicidin to dissipate the proton-motive force, are similar in
the WT and A({ strains. The rates observed here are higher
than we reported previously for P. denitrificans SBPs [31] as
a result of them being prepared by cell lysis in ultrapure
water rather than in 10 mM Tris—SO, (pH 7.4) buffer, and
similar to the rate reported previously (1.8 wmol min '
mg ') by Zharova & Vinogradov [32]. Lysis in water gives
a more highly inverted preparation and therefore fewer
vesicles in which the complex I active site is occluded.
Table 1 shows also that both the P. denitrificans and E. coli
SBPs display considerably higher uncoupled rates of
NADH oxidation than the SMPs prepared from bovine
heart mitochondria. However, a substantial proportion of
this difference arises simply from the lower molecular
masses of the bacterial complexes (e.g. P. denitrificans
complex I is around half the mass of the bovine enzyme).
Therefore, the A{ vesicles, like the WT vesicles, are fully
competent for NADH oxidation.

2.3. ATP synthesis by SBPs from the WT and A strains

To investigate whether ATP synthase in the A{ strain is
competent for ATP synthesis, NADH oxidation was used to
create a proton-motive force to drive the ATP synthase to
generate ATP. Figure 4 shows examples of data in which
ATP synthesis was monitored over time by withdrawing
aliquots from the reaction mixture and using the chemilumi-
nescent luciferase assay to quantify the ATP concentrations.
As described previously, ATP concentrations increase linearly
throughout the experiment, and ATP production is fully sen-
sitive to both addition of the uncoupler gramicidin (figure 4)
and addition of the complex I inhibitor piericidin A [31].
Table 2 shows that the A{ SBPs synthesize ATP at the same
rate as the WT SBPs, so removing the { subunit has not
affected ATP synthesis by the A{ enzyme. Interestingly,
SBPs from both strains of P. denitrificans produce ATP at
much faster rates than SMPs prepared from bovine heart
mitochondria and SBPs prepared from E. coli. Although
exact comparisons are difficult because the relative amounts
of the respiratory complexes may vary between the systems,
the poor rate of ATP synthesis by the E. coli SBPs, despite
their relatively high rates of NADH oxidation, can be attrib-
uted to them being poorly coupled, as reflected by their
low RCR values (table 1). However, the same explanation
does not apply to the bovine SMPs, indicating that caution
should be used in correlating high respiratory control ratio
(RCR) values with efficient coupling. In support of this
observation, the P. denitrificans SBPs described by Zharova
& Vinogradov [32] exhibited an RCR value of 6.4 for
NADH oxidation and similar uncoupled rates to those reported
here, but their rates of ATP synthesis were substantially less,
only 0.38 pmol min ' mg ",

2.4. ATP hydrolysis by SBPs from the WT
and A/ strains

Table 2 shows that SBPs from the A/ strain hydrolyse ATP
faster than SBPs from the WT strain, but that the increase
in rate is only moderate (1.6-fold). Both rates observed are
consistent with that reported previously by Zharova & Vino-
gradov [32], and extremely low in comparison with those of
bovine SMPs. When the rates are reported relative to the rates
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Figure 4. ATP synthesis driven by the NADH : 0, reaction in SBPs from the WT and A strains and comparison of rates of ATP hydrolysis. (a,b) Examples of ATP synthesis
data from SBPs from the WT (a) and AZ (b) strains. Experimental data (blue) are compared with control data (red) recorded in the presence of 8 jug ml~! gramicidin A
to collapse Ap. Vesicles were supplied with 200 .M ADP and 2 mM Mg*" and ATP synthesis was driven by using NADH oxidation to support Ap. () Examples of kinetic
traces monitoring ATP hydrolysis by SBPs from the WT and A strains of P. denitrificans, SBPs from E. coli and SMPs from B. taurus. ATP hydrolysis was conducted in
200 M ATP and 2 mM Mg”" and monitored using an ATP regenerating coupled assay system. See Material and methods for details.

Table 2. Specific activities for ATP hydrolysis and ATP synthesis in the vesicle systems studied. Measurements were carried out at 32°C in 10 mM Tris—S0, (pH
7.4) and 250 mM sucrose. ATP synthesis was conducted in 200 M ADP and 2 mM Mg®" and the inhibitor protein IF; was present in assays on bovine SMPs.
ATP hydrolysis vesicles was conducted in 200 M ATP and 2 mM Mg”". See Material and methods for further experimental details. The values reported are
mean averages + s.e.m. (n = 3).

species/strain ATP hydrolysis (pumol min~" mg™") ATP synthesis (pumol min~" mg™") ratio of hydrolysis to synthesis
Pd wild-type 0.016 + 0.002 139 + 0.1 0.015 + 0.002

Pd A{ strain 006 £0002 o o JOOR 000 e
B. taurus 1.24 + 0.01 0.33 + 0.01 38 £+ 0.1

E ‘(0/i 0.‘38 + 0.01 B » ‘0.19 i (‘).03‘ Z.Q + 0.3‘
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of ATP synthesis, the difference between the systems is even
more striking. Therefore, removing the { subunit from the
P. denitrificans ATP synthase has not substantially activated
it to catalyse ATP hydrolysis.

It has been reported that the detergent lauryldimethyla-
mine oxide (LDAO) [30] and the oxyanion sulfite (SO3")
[33] increase the rate of hydrolysis by P. denitrificans ATP
synthase. The data in table 3 confirm that both LDAO and
sulfite increase the rates of hydrolysis substantially. However,
the rates of both the WT and the A{ strains increase similarly,
leaving the ratio between them essentially unaffected. We
were unable to activate ATP hydrolysis by catalysing
synthesis beforehand, as has been reported previously [32].
Table 3 reports two sets of hydrolysis data for the P. denitrifi-
cans SBPs, recorded with different concentrations of ATP and
Mg?*. Our initial data were recorded using 200 uM ATP and
2 mM Mg”, our standard condition transferred from earlier
SMP studies [34,35], whereas others have reported a require-
ment for much higher Mg-ATP concentrations based on the
relatively high Ky, value of 280 uM they observed [33].
Here, we found that the Ky value for ATP is strongly depen-
dent on the concentration of Mg”>". We measured values of
84 + 8 uM for the WT strain and 63 + 7 uM for the A{
strain in 5 mM Mg2+, so that the second set of values we

report, recorded using 2.5 mM ATP and 2.5 mM Mg”", are
only moderately higher than the first, and they display the
same characteristics. Therefore, the similar increases observed
for both the WT and A({ strains suggests that LDAO and sul-
fite activate hydrolysis by a mechanism that is independent of
the presence or absence of the { subunit.

2.5. Rates of ATP hydrolysis by the F-ATPase
subcomplex from the WT and A/ strains

The results described above are in stark contrast to the data
measured by Zarco-Zavala and co-workers [30], who
observed that the ATPase activity of Pd-F;-ATPase (in the
presence of 60 mM sodium sulfite) increased substantially
upon removal of the endogenous ¢ and ¢ subunits by immu-
noaffinity chromatography. To investigate whether the
different behaviour could arise from a difference between
the intact ATP synthase present in our SBPs and the F;-
ATPase investigated by Zarco-Zavala and co-workers [30],
we measured ATP hydrolysis by the F;-ATPases prepared
from both the WT and A/ strains. Table 4 shows that the
small difference between the WT and the A{ strains observed
in SBPs is maintained in the F;-ATPase, and that the
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Table 3. The activation of ATP hydrolysis by SBPs from the wild-type and A strains of P. denitrificans using LDAO and/or sulfite. Measurements were carried  [Jij

out at 32°C in 10 mM Tris—S0, (pH 7.4) and 250 mM sucrose, using 200 M ATP and 2 mM Mg>" for the standard condition and 2.5 mM ATP : Mg for the
high ATP condition; 0.4% LDAO and/or 10 mM sulfite were added as indicated. See Material and methods for further experimental details. The values reported

are mean averages + s.e.m. (n = 3).

rate of ATP hydrolysis (pumol min~" mg ™)

condition wild-type
no addition 0.016 + 0.002
LDAO +- sulfite

o add|t|onh|ghATP . o0
LDAO, high ATP

sulﬁte h|ghATP e B 0008
LDAO + sulfite, high ATP

0.276 + 0.005
0.588 + 0.018

0.301 + 0.005

AL

0.026 + 0.002 16 + 02
0373 + 0,008 19400
e
0.374 + 0.002 14+ 00
S
1113 + 0.180 19403
maen e
0.345 + 0,011 11400

Table 4. The activation of ATP hydrolysis by the purified F;-ATPase subcomplex from the wild-type and A strains of P. denitrificans using LDAO and/or sulfite.
Measurements were carried out at 32°C in 10 mM Tris—S0, (pH 7.4) and 250 mM sucrose, using 200 M ATP, in the presence of 0.4% LDAO and/or 10 mM
sulfite as indicated. See Material and methods for further experimental details. The values reported are mean averages + s.e.m. (n = 3).

rate of ATP hydrolysis (pumol min~' mg™")

condition wild-type

no addition 0.024 + 0.004

sulfite 2.52 4+ 0.06
DAO+sulfte

stimulation of the rate observed with LDAO and sulfite is
again independent of the presence of the { subunit. Therefore,
the different behaviour observed does not arise from differences
between the intact enzyme and the F; subcomplex.

3. Discussion

The biochemical work of Garcia-Trejo and co-workers [29,30,36],
together with the structure of P. denitrificans ATP synthase that
revealed the { subunit bound in a manner analogous to the
eukaryotic inhibitor protein IF; [13], indicated that the { subunit
is responsible for preventing ATP hydrolysis and enforcing
unidirectional catalysis in the P. denitrificans enzyme. However,
deleting the { subunit caused only very moderate increases in
ATP hydrolysis (less than twofold), and the rates remain
very low in comparison with the rates observed from the
mammalian and E. coli enzymes (table 2). Therefore, we conclude
that removal of the { subunit is not sufficient to activate ATP
hydrolysis in P. denitrificans ATP synthase.

Although the { subunit in P. denitrificans adopts a similar
binding mode to the IF; inhibitor proteins of eukaryotic ATPases,
the ¢ subunit is generally considered to be a permanently bound
subunit, whereas IF; is released from the eukaryotic enzyme
when it rotates in the synthesis direction [9]. This raises the intri-
guing question of how the P. denitrificans enzyme synthesizes
with the ¢ subunit present. The { subunit is 104 residues long,
whereas only residues 1-32 (which form the inhibitory helix)

3.81 1+ 0.05

AL

0.047 + 0.007 20+ 04
4.25 + 0.04 26+ 0.1
3.92 + 0.05 1.6 + 0.0
512+ 0.06 13 +00

and residues 82-103 (which form helix 4) have been resolved
structurally in the ATP synthase complex [13]. The structure of
the ¢ subunit in solution showed that, while residues 1-18
were unstructured, residues 19-103 formed a four-helix
bundle [37] and in the structure of P. denitrificans ATP synthase,
helix 4 was observed to interact with one of the a-subunits in F;.
It is possible that the N-terminal helix of the { subunit is ejected
from its inhibitory site in F; during synthesis, but remains bound
to the complex through interactions of the four-helix bundle, to
snap back into place during hydrolysis, in the same mode of
action as exhibited by the eukaryotic inhibitor proteins.

Our conclusion that removing the ( subunit is not
sufficient to activate ATP hydrolysis in P. denitrificans ATP
synthase appears to contrast with the results of Garcia-Trejo
and co-workers. However, we deleted only the { subunit,
whereas the chromatography procedure employed by
Garcia-Trejo and co-workers, which provided a much greater
activation of the hydrolysis rate, removed both the & and ¢
subunits [29]. Thus, the difference may be due to the
additional removal of the & subunit. Importantly, deleting
the { subunit had no observable effect on the stability of
the P. denitrificans ATP synthase, on its ability to synthesize
ATP nor on the growth of P. denitrificans cells (see electronic
supplementary material, figure S1). Garcia-Trejo and
co-workers observed the effects of removing both the & and
{ subunits in the F; domain, not in the intact enzyme, in
which more subtle approaches would be required in order
to retain the essential structural and functional roles of the
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€ subunit in connecting the central stalk to the membrane
c-ring motor [1].

It is possible that, in the absence of the ¢ subunit, the
C-terminus of the P. denitrificans & subunit adopts an altered,
inhibitory conformation, like that observed in the E. coli
enzyme [14,21], and blocks hydrolysis in its place. In the struc-
ture of P. denitrificans ATPase the C-terminal domain (65
residues) of the & subunit, which is predicted to be predo-
minantly helical, was not resolved [13] and sequence
comparisons reveal only limited homology between the &
subunit C terminii in P. denitrificans, B. taurus, E. coli or
C. thermarum. However, key residues that coordinate an ATP
molecule that is bound to the & subunit in E. coli and C. ther-
marum and linked to regulation of the E. coli enzyme
[14,17,19] are absent from P. denitrificans, and it is important
to note that the (-free P. denitrificans enzyme catalyses ATP
hydrolysis much more slowly than the e-regulated E. coli
enzyme, matching much more closely the characteristics of
the unidirectional C. thermarum enzyme for which structural
data has suggested hydrolysis is not blocked by the & subunit
[15]. Establishing whether the C-terminus of the & subunit
does play a role in blocking hydrolysis in the {-free P. denitri-
ficans enzyme will require further genetic and structural work.
Alternatively, hydrolysis by the P. denitrificans enzyme may be
prevented by formation of a stable ADP-bound state [25-27],
from which the enzyme cannot escape in the hydrolysis direc-
tion. This mechanism has been proposed for the C. thermarum
enzyme [15] and also for the WT P. denitrificans enzyme by
Zharova & Vinogradov [38], and it is supported by activation
of the P. denitrificans enzyme by LDAO, which has been
suggested to occur by relieving ADP inhibition [39].

Finally, it is interesting to consider the role of ratchet
inhibitory mechanisms for ATP hydrolysis in the evolution
of ATP synthases. The most efficient energy-conserving
catalysts are thermodynamically reversible: they switch
immediately from one direction of catalysis to the other
across the equilibrium position, and catalysis in either direc-
tion is substantial, with only a small displacement from the
equilibrium position [40]. Enzymes with ratchet in vivo mech-
anisms (from yeast, chloroplasts and E. coli) have been shown
to catalyse reversibly and efficiently in vitro [41,42]. By con-
trast, P. denitrificans ATP synthase (in the presence of the ¢
subunit) does not catalyse reversibly [28]. It is easy to see
why evolutionary drivers may have acted to increase the effi-
ciency of ATP synthases, perhaps by decreasing activation
barriers for ADP release. However, if the uncontrolled
‘reverse’ hydrolysis reaction is deleterious the most efficient
ATP synthase is not necessarily the most biologically effec-
tive. Ratchet mechanisms may provide a method to
navigate the evolution of efficient ATP synthase enzymes
by selectively inhibiting hydrolysis and protecting against
the side effects of increased efficiency.

4, Material and methods

4.1. Generation of the A strain of
Paracoccus denitrificans

The A{ strain was created in the Ahydrogenases strain of
P. denitrificans Pd1222 described previously [31] that is
referred to here as the WT strain. The same strategy as used
previously [31] was used to create an unmarked deletion of

the { gene (Pden_2862) by homologous recombination. A del- [ 7 |

etion cassette, containing two sequences homologous to
regions on each side of the { gene followed by the kanamycin
resistance gene (kan®) was assembled by Gibson assembly
and placed into the EcoR1 site of the lacZ-containing pRVS1
plasmid. The plasmid was transformed into the MFDpir
strain of E. coli (to avoid mobilizing E. coli genes [31,43])
and conjugated into the WT strain of P. denitrificans. The
resulting cells were plated onto kanamycin (100 pug ml™ Y to
identify colonies that had undergone the first recombination
event [31,44]. Then, positive colonies were plated onto
X-gal (200 pgml™") and white colonies, which have also
undergone the second recombination event, were selected.
The absence of kan® and the plasmid, as well as of the ¢
gene (nt 29411-29725 of chromosome 2), was confirmed
by sequencing and sensitivity to kanamycin.

4.2. Preparation of inverted membrane vesicles

Paracoccus  denitrificans sub-bacterial particles (SBPs) were
prepared as described previously [31] except that cell lysis
was carried out in ultrapure water instead of in 10 mM Tris—
SO, bulffer. Briefly, cells were grown aerobically at 30°C and
225 rpm and harvested at mid-exponential phase by centrifu-
gation. The following steps were performed at 4°C. The cell
pellets were resuspended in 10 mM Tris—SO, (pH 7.4) and
150 mM NaCl, recentrifuged, and then resuspended in
10 mM Tris—SO, (pH 7.4) and 500 mM sucrose to an ODggo
of approximately 7.5. Hen egg-white lysozyme (Sigma,
0.25 mg mlfl) was added, the suspension was incubated for
60 min, then the digested cells were collected by centrifu-
gation. The pellet was resuspended in ultrapure water to
initiate cell lysis, then 5mM MgSO, and a few flakes of
bovine pancreatic DNase (Sigma) were added, and the lysate
centrifuged twice to remove debris. Finally, the supernatant
was centrifuged to pellet the SBPs, the sample resuspended
to approximately 10 mg ml™! in 5mM Tris—SO, (pH 74)
and 250 mM sucrose, and frozen at —80°C until required.
Submitochondrial particles (SMPs) from B. taurus heart mito-
chondria were prepared as described previously [34]. E. coli
SBPs were prepared from the E. coli BL21 (DE3) strain (New
England Biolabs Inc.) as described previously [31].

4.3. Purification of F;-ATPase from
Paracoccus denitrificans

The P. denitrificans F,-ATPase subcomplex was prepared at
room temperature using a method based on that described
by Morales and co-workers [45]. Five milliliters of chloroform
(pre-equilibrated against 1 M Tris—HCl, pH 7.4) were added
to a 10 ml suspension of approximately 10 mg ml~' SBPs in
5mM Tris-SO, (pH 7.4) and 250 mM sucrose. The two
phases were mixed vigorously for 20s, then separated by
centrifugation (5000g, 5 min). The upper aqueous phase was
removed and centrifuged (16 000g, 60 min) to remove insolu-
ble debris. A stream of N, was used to remove the chloroform
then the sample was applied to a 1 ml HiTrap-Q HP column
(GE Healthcare Life Sciences) pre-equilibrated in buffer
containing 50 mM Tris—HCI1 (pH 7.4), 10% (v/v) glycerol,
0.5 mM ATP, 2 mM MgCl, and the Roche cOmplete, EDTA-
free protease-inhibitor cocktail. The column was washed
with 5 ml of buffer, then proteins were eluted with a 15 ml

~
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linear gradient from 0 mM to 200 mM NaCl. The F,-ATPase
eluted at 80-115mM NaCl. Fractions were analysed by
SDS-PAGE, pooled and concentrated, then applied to a
Superdex 200 gel filtration column (GE Healthcare Life
Sciences) pre-equilibrated in the same buffer. The F;-ATPase
subcomplex eluted in the second major peak. Fractions were
pooled, concentrated to approximately 1mgml ', and
frozen at —80°C until required.

4.4. Kinetic activity assays

NADH and deaminoNADH oxidation and ATP hydrolysis
were measured at 32°C, in 20 mM Tris—SO, (pH 7.45) and
250 mM sucrose, using a Molecular Devices SpectraMax
Plus 96-well microplate reader. Oxidation of 100 pM
NADH or deaminoNADH were measured directly at 340-
380 nm (s = 4.81 mM ! cm ). Hydrolysis of ATP (typically
200 pM) was measured using a coupled assay system to
detect the production of ADP [34,46], with 2.5 uM piericidin
A to prevent complex I oxidizing the NADH required by the
coupled assay system. For E. coli SBPs, all ATP hydrolysis
measurements were performed using deaminoNADH
(which was confirmed to react equivalently to NADH in
the coupled assay system) to also preclude reoxidation of
NADH by alternative NADH : quinone oxidoreductases.
The reactions were monitored spectroscopically via the absor-
bance of NADH, and 8 pgml™! gramicidin was used to
dissipate Ap when required.

ATP synthesis was measured in buffer containing 20 mM
Tris—SO, (pH 7.45), 250 mM sucrose, 200 pM ADP, 10 mM
KPO4, 2 mM MgSO,4, 40 puM diadenosine pentaphosphate
(AP5A, to inhibit adenylate kinase activity), 0.9 uM of the
bovine ATP synthase inhibitor protein IF; (for experiments
with SMPs, a truncated (amino acids 1-60) hexahistidine-
tagged form prepared as described previously [8]) and
typically 30 pgml ' of membrane vesicles. The reaction
was initiated by addition of 200 uM NADH, and NADH
oxidation followed spectrophotometrically to confirm its
rate as constant and within the expected range. ATP pro-
duction was monitored by withdrawing and quenching
10 pl aliquots of reaction mixture, starting immediately and
then at intervals throughout the experiment. Each 10 ul
aliquot was added immediately to 40 pl of 4% trifluoro-
acetic acid, then 20 s later 950 pl of neutralizing buffer (1M
Tris-SO,4, pH 8.1) were added. ATP concentrations in the
quenched aliquots were determined using the Roche ATP
Bioluminescence Assay Kit CLS II in a Berthold Autolumat
tube luminometer, by comparison with known standards.

4.5. Electrophoresis

Agarose (BioGene Ltd) gels were prepared in 100 mM Tris
(pH 8), 100 mM boric acid and 2 mM EDTA (TBE buffer)

References

1. Walker JE. 2013 The ATP synthase: the
understood, the uncertain and the unknown.
Biochem. Soc. Trans. 41, 1-16. (doi:10.1042/ 3.
BST20110773)
2. Walker JE. 1998 ATP synthesis by rotary catalysis
(Nobel Lecture). Angew. Chem. Int. Edit. 37, 2309—

2319. (doi:10.1002/(SIC1)1521-3773(19980918)37:17 4.
<C2308::AID-ANIE2308 >3.0.€0;2-W)

Boyer PD. 1998 Energy, life, and ATP (Nobel

Lecture). Angew. Chem. Int. Edit. 37, 2297 -2307.
(doiz10.1002/(SIC1)1521-3773(19980918)37:17 <
2296::AID-ANIE2296 > 3.0.0;2-W)

containing 100ng ml™' of UltraPure ethidium bromide
(ThermoFisher Scientific) and typically 1.0% (w/v) agarose.
Samples were loaded in DNA gel loading dye (Invitrogen),
alongside the 1 Kb plus DNA ladder (Invitrogen), run at
100V for 1h and visualized using ethidium bromide
fluorescence on a ChemiDoc MP System (Bio-Rad).

SDS-PAGE analyses were performed using either Novex
WedgeWell 10-20% tris—glycine gels or Novex 10-20%
tris—glycine gels. Proteins were reduced with 100 uM DTT
then approximately 10 ug of protein loaded per well, along-
side the Precision Plus Protein Kaleidoscope prestained
protein standards (Bio-Rad), and visualized using Coomassie
R250. Blue native polyacrylamide gel electrophoresis (BN-
PAGE) was performed using NativePAGE Novex 3-12%
Bis-Tris gels (Invitrogen). Vesicles were solubilized using a 2
:1 DDM:protein ratio, and approximately 8 pg samples
loaded in each well alongside the NativeMark Protein
Standard (Invitrogen). Gels were run as described previously
[47] and visualized using Coomassie R250.

4.6. Proteomic analyses

For mass spectrometry analyses, bands were excised from
SDS-PAGE or BN-PAGE gels, and digested with trypsin as
described previously [47]. The tryptic digests were analysed
by either matrix-assisted laser-desorption ionization
(MALDI), using an Applied Biosystems/MDS SCIEX model
4800 Plus MALDI-TOF-TOF spectrometer, or separated by
LC-MS and analysed using an Orbitrap Q-Exactive mass spec-
trometer, as described previously [47]. Spectra were assigned
to peptide sequences and proteins identified using the Mascot
2.4 application (Matrix Science Ltd) [48] to search the National
Centre for Biotechnology Information, non-redundant-protein
database (NCBInr, v. 11 June 2012). Peptide precursor mass
tolerances of 5 ppm and 70 ppm, and fragment mass toler-
ances of 0.01 and 0.8 Da were allowed for Orbitrap and
MALDI analyses, respectively, allowing for one missed clea-
vage, plus methionine oxidation and cysteine propionamide
formation as variable modifications.

Data accessibility. All relevant data are included in the manuscript and
the electronic supplementary material.

Authors” contributions. E.V. created and characterized the A{ strain with
help from J.N.B. and O.D.J. FV. and A.J.Y]. carried out catalytic
activity assays. J.H. designed and coordinated the study and wrote
the manuscript with help from all authors. All authors gave final
approval for publication.

Competing interests. We have no competing interests.

Funding. This work was funded by the Medical Research Council
(grant number U105663141 to J.H.).

Acknowledgement. We thank Michael Harbour, Shujing Ding and Ian
Fearnley (MBU) for carrying out mass spectrometry analyses.

Navon G, Ogawa S, Shulman RG, Yamane T. 1977
High-resolution *'P nuclear magnetic

resonance studies of metabolism in

aerobic Escherichia coli cells. Proc. Nat/

Acad. Sci. USA 74, 888—-891. (doi:10.1073/pnas.
74.3.888)

90zou '8 '/b/g uadp 6110'6u!qsuqnd/(laposw/(oi'qow



Downloaded from http://rsob.royalsocietypublishing.org/ on November 21, 2018

Ugurbil K, Rottenberg H, Glynn P, Shulman RG.
1978 *'P nuclear magnetic resonance studies of
bioenergetics and glycolysis in anaerobic Escherichia
coli cells. Proc. Natl Acad. Sci. USA 75, 2244—2248.
(doi:10.1073/pnas.75.5.2244)

Nalin (M, McCarty RE. 1984 Role of a disulfide bond
in the -y subunit in activation of the ATPase of
chloroplast coupling factor 1. J. Biol. Chem. 259,
7275-7280.

Pullman ME, Monroy GC. 1963 A naturally occurring
inhibitor of mitochondrial adenosine triphosphate.
J. Biol. Chem. 238, 3762—-3769.

Bason JV, Runswick MJ, Fearnley IM, Walker JE.
2011 Binding of the inhibitor protein IF; to bovine
Fi-ATPase. J. Mol. Biol. 406, 443 —453. (doi:10.
1016/j,jmb.2010.12.025)

Schwerzmann K, Pedersen PL. 1981 Proton-
adenosine triphosphatase complex of rat liver
mitochondria: effect of energy state on its
interaction with the adenosine triphosphatase
inhibitory peptide. Biochemistry 20, 6305—6311.
(doi:10.1021/hi00525a004)

(abezon E, Montgomery MG, Leslie AGW, Walker JE.
2003 The structure of bovine F;- ATPase in complex
with its regulatory protein IF;. Nat. Struct. Biol. 10,
744-750. (doi:10.1038/nsb966)

. Gledhill JR, Montgomery MG, Leslie AGW, Walker

JE. 2007 How the regulatory protein, IF;, inhibits
F,-ATPase from bovine mitochondria. Proc. Natl
Acad. Sci. USA 104, 15 671-15 676. (doi:10.1073/
pnas.0707326104)

Robinson GC, Bason JV, Montgomery MG, Fearnley
IM, Mueller DM, Leslie AGW, Walker JE. 2013 The
structure of Fi-ATPase from Saccharomyces cerevisiae
inhibited by its regulatory protein IF;. Open Biol. 3,
120164. (doi:10.1098/rsob.120164)

Morales-Rios E, Montgomery MG, Leslie AGW,
Walker JE. 2015 Structure of ATP synthase from
Paracoccus denitrificans determined by X-ray
arystallography at 4.0 A resolution. Proc. Nat! Acad.
Sci. USA 112, 13 231-13 236. (do0i:10.1073/pnas.
1517542112)

Cingolani G, Duncan TM. 2011 Structure of the ATP
synthase catalytic complex (F;) from Escherichia coli
in an autoinhibited conformation. Nat. Struct. Mol.
Biol. 18, 701-707. (doi:10.1038/nsmb.2058)
Ferguson SA, Cook GM, Montgomery MG, Leslie
AGW, Walker JE. 2016 Regulation of the
thermoalkaliphilic F;-ATPase from Caldalkalibacillus
thermarum. Proc. Nat/ Acad. Sci. USA 113, 10 860—
10 865. (doi:10.1073/pnas.1612035113)

Feniouk BA, Suzuki T, Yoshida M. 2006 The role
of subunit & in the catalysis and regulation of
FoF1-ATP synthase. Biochim. Biophys. Acta. 1757,
326-338. (doi:10.1016/j.bbabio.2006.03.022)
Mendel-Hartvig J, Capaldi RA. 1991 Nucleotide-
dependent and dicyclohexylcarbodiimide-sensitive
conformational changes in the & subunit of
Escherichia coli ATP synthase. Biochemistry 30,

10 987—-10 991. (doi:10.1021/bi00109a025)
Tsunoda SP, Rodgers AJW, Aggeler R, Wilce MCJ,
Yoshida M, Capaldi RA. 2001 Large conformational
changes of the & subunit in the bacterial F;Fy ATP

19.

20.

21.

22.

23.

24,

25.

26.

27.

28.

29.

30.

31

synthase provide a ratchet action to regulate this
rotary motor enzyme. Proc. Nat/ Acad. Sci. USA 98,
6560—6564. (doi:10.1073/pnas.111128098)
Feniouk BA, Kato-Yamada Y, Yoshida M, Suzuki T.
2010 Conformational transitions of subunit 3 in ATP
synthase from thermophilic Bacillus PS3. Biophys. J.
98, 434-442. (doi:10.1016/}.bpj.2009.10.023)
Shirakihara Y, Shiratori A, Tanikawa H, Nakasako M,
Yoshida M, Suzuki T. 2015 Structure of a
thermophilic F;-ATPase inhibited by an e-subunit:
deeper insight into the e-inhibition mechanism.
FEBS J. 282, 2895—2913. (doi:10.1111/febs.13329)
Sobti M, Smits C, Wong ASW, Ishmukhametov R,
Stock D, Sandin S, Stewart AG. 2016 Cryo-EM
structures of the autoinhibited £. coli ATP synthase
in three rotational states. eLife. 5, €21598. (doi:10.
7554/eLife.21598)

Lu P, Lill H, Bald D. 2014 ATP synthase in
mycobacteria: special features and implications for a
function as drug target. Biochim. Biophys. Acta.
1837, 1208—-1218. (doi:10.1016/j.bbabio.2014.
01.022)

Stocker A, Keis S, Vonck J, Cook GM, Dimroth P.
2007 The structural basis for unidirectional rotation
of thermoalkaliphilic F;-ATPase. Structure. 15,
904-914. (doi:10.1016/j.5tr.2007.06.009)

Keis S, Stocker A, Dimroth D, Cook GM. 2006
Inhibition of ATP hydrolysis by thermoalkaliphilic
F1Fo-ATP synthase is controlled by the C terminus of
the € subunit. J. Bacteriol. 188, 3796—3804.
(doi:10.1128/JB.00040-06)

Penefsky HS. 1985 Energy-dependent dissociation of
ATP from high affinity catalytic sites of beef heart
mitochondrial adenosine triphosphatase. J. Biol.
Chem. 260, 13 735—13 741.

Jault J.-M., Allison WS. 1994 Hysteretic inhibition of
the bovine heart mitochondrial F;-ATPase is due to
saturation of noncatalytic sites with ADP which
blocks activation of the enzyme by ATP. J. Biol.
Chem. 269, 319-325.

Hirono-Hara Y, Ishizuka K, Kinosita K, Yoshida M,
Noji H. 2005 Activation of pausing F; motor by
external force. Proc. Natl Acad. Sci. USA 102,
4288—4293. (d0i:10.1073/pnas.0406486102)
Ferguson SJ, John P, Lloyd WJ, Radda GK, Whatley
FR. 1976 The ATPase as an irreversible component
in electron transport linked ATP synthesis. FEBS Lett.
62, 272-275. (doi:10.1016/0014-5793(76)80073-7)
Morales-Rios E, De La Rosa-Morales F, Mendoza-
Hernandez G, Rodriguez-Zavala JS, Celis H, Zarco-
Zavala M, Garcia-Trejo JJ. 2010 A novel 11-kDa
inhibitory subunit in the F;F ATP synthase of
Paracoccus denitrificans and related o-
proteobacteria. FASEB J. 24, 599—608. (doi:10.
1096/f.09-137356)

Zarco-Zavala M, Morales-Rios E, Mendoza-
Hernandez G, Ramirez-Silva L, Pérez- Hernandez G,
Garcia-Trejo JJ. 2014 The ¢ subunit of the FF-ATP
synthase of «-proteobacteria controls rotation of
the nanomotor with a different structure. FASEB J.
28, 2146—-2157. (doi:10.1096/fj.13-241430)

Jones AJY, Blaza JN, Varghese F, Hirst J. 2017
Respiratory complex | in Bos taurus and Paracoccus

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

denitrificans pumps four protons across the
membrane for every NADH oxidized. J. Biol. Chem.
292, 4987-4995. (doi:10.1074/jbc.M116.771899)
Zharova TV, Vinogradov AD. 2014 ATPase/synthase
activity of Paracoccus denitrificans FoF; as related
to the respiratory control phenomenon. Biochim.
Biophys. Acta. 1837, 1322—1329. (doi:10.1016/
j.bbabio.2014.04.002)

Pacheco-Moisés F, Garcia JJ, Rodriguez-Zavala JS,
Moreno-Sanchez R. 2000 Sulfite and membrane
energization induce two different active states of
the Paracoccus denitrificans FqFq-ATPase.

Eur. J. Biochem. 267, 993—1000. (doi:10.1046/
j-1432-1327.2000.01088.x)

Pryde KR, Hirst J. 2011 Superoxide is produced by the
reduced flavin in mitochondrial complex I: a single,
unified mechanism that applies during both forward
and reverse electron transfer. J. Biol. Chem. 286,

18 056— 18 065. (doi:10.1074/jbcM110.186841)
Bridges HR, Jones AJY, Pollak MN, Hirst J. 2014
Effects of metformin and other biguanides on
oxidative phosphorylation in mitochondria. Biochem.
J. 462, 475-487. (doi:10.1042/BJ20140620)
Garcia-Trejo JJ, Zarco-Zavala M, Mendoza-Hoffmann
F, Herndndez-Luna E, Ortega R, Mendoza-
Hernandez G. 2016 The inhibitory mechanism of the
C subunit of the F;Fy-ATPase nanomotor of
Paracoccus denitrificans and related -
proteobacteria. J. Biol. Chem. 291, 538-546.
(doi:10.1074/jbc.M115.688143)

Serrano P, Geralt M, Mohanty B, Wiithrich K. 2014
NMR structures of o-proteobacterial ATPase-
regulating Z-subunits. J. Mol. Biol. 426, 2547 -
2553. (doi:10.1016/j.jmb.2014.05.004)

Zharova TV, Vinogradov AD. 2004 Energy-dependent
transformation of FqF-ATPase in Paracoccus
denitrificans plasma membranes. J. Biol. Chem. 279,
12319-12 324. (doi:10.1074/jbc.M311397200)

Dou C, Fortes G, Allison WS. 1998 The
a3(BY341W)3y subcomplex of the F-ATPase from
the thermophilic Bacillus PS3 fails to dissociate ADP
when MgATP is hydrolyzed at a single catalytic site
and attains maximal velocity when three catalytic
sites are saturated with MgATP. Biochemistry 37,
16 757-16 764. (doi:10.1021/bi981717q)
Armstrong FA, Hirst J. 2011 Reversibility and
efficiency in electrocatalytic energy conversion and
lessons from enzymes. Proc. Nat/ Acad. Sci. USA
108, 14 049—14 054. (doi:10.1073/pnas.
1103697108)

Steigmiller S, Turina P, Graber P. 2008 The
thermodynamic H™/ATP ratios of the H™-ATP
synthases from chloroplasts and Escherichia coli.
Proc. Natl Acad. Sci. USA 105, 3745-3750. (doi:10.
1073/pnas.0708356105)

Petersen J, Forster K, Turina P, Graber P. 2012
Comparison of the H™/ATP ratios of the H™-ATP
synthases from yeast and from chloroplast. Proc.
Natl Acad. Sci. USA 109, 11 150—11155. (doi:10.
1073/pnas.1202799109)

Ferriéres L, Hémery G, Nham T, Guérout A.-M.,
Mazel D, Beloin C, Ghigo J.-M. 2010 Silent mischief:
bacteriophage Mu insertions contaminate products

9020/1 8 ‘Joig uadp  biobuysigndfianosjefor-qos H



4,

Downloaded from http://rsob.royalsocietypublishing.org/ on November 21, 2018

of Escherichia coli random mutagenesis performed
using suicidal transposon delivery plasmids
mobilized by broad-host-range RP4 conjugative
machinery. J. Bacteriol. 192, 6418—6427. (doi:10.
1128/JB.00621-10)

van Spanning RJ, Wansell CW, De Boer T, Hazelaar
MJ, Anazawa H, Harms N, Oltmann LF, Stouthamer
AH. 1991 Isolation and characterization of the moxJ,
moxG, moxl, and moxR genes of Paracoccus
denitrificans: inactivation of moxJ, moxG, and moxR
and the resultant effect on methylotrophic growth.

45.

46.

J. Bacteriol. 173, 6948—6961. (doi:10.1128/jb.173.

21.6948-6961.1991)

Morales-Rios E, Montgomery MG, Leslie AGW,
Garcia-Trejo JJ, Walker JE. 2015 Structure of a
catalytic dimer of the - and [3-subunits of the
F-ATPase from Paracoccus denitrificans at 2.3 A
resolution. Acta. Cryst. F71, 1309—1317. (https:/
dx.doi.org/10.1107/52053230X15016076)

Pullman ME, Penefsky HS, Datta A, Racker E. 1960
Partial resolution of the enzymes catalyzing oxidative
phosphorylation. J. Biol. Chem. 235, 3322—3329.

47.

48.

Bridges HR, Mohammed K, Harbour ME, Hirst J.
2017 Subunit NDUFV3 is present in two distinct
isoforms in mammalian complex 1. Biochim.
Biophys. Acta. 1858, 197—207. (doi:10.1016/
j.bbabi0.2016.12.001)

Perkins DN, Pappin DJC, Creasy DM, Cottrell JS. 1999
Probability-based protein identification by searching
sequence databases using mass spectrometry data.
Electrophoresis 20, 3551—3567. (doi:10.1002/
(SIC1)1522-2683(19991201)20:18 << 3551::AID-
ELPS3551>3.0.0;2-2)

9070/L ‘8 ‘joig uadp  bao-buiysiygndAyanosiekorqoss



	Deleting the IF1-like [zeta] subunit from Paracoccus denitrificans ATP synthase is not sufficient to activate ATP hydrolysis
	Background
	Results
	Deletion of the [zeta] subunit from the Paracoccus denitrificans genome
	Respiratory chain function in the WT  and [Delta][zeta] strains
	ATP synthesis by SBPs from the WT and [Delta][zeta] strains
	ATP hydrolysis by SBPs from the WT  and [Delta][zeta] strains
	Rates of ATP hydrolysis by the F1-ATPase subcomplex from the WT and [Delta][zeta] strains

	Discussion
	Material and methods
	Generation of the [Delta][zeta] strain of Paracoccus denitrificans
	Preparation of inverted membrane vesicles
	Purification of F1-ATPase from Paracoccus denitrificans
	Kinetic activity assays
	Electrophoresis
	Proteomic analyses
	Data accessibility
	Authors’ contributions
	Competing interests
	Funding

	Acknowledgement
	References


