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Abstract

The rotary ATPase family comprises the ATP synthase (F-ATPase), vacuolar ATPase (V-ATPase) and archaeal
ATPase (A-ATPase). These either predominantly utilize a proton gradient for ATP synthesis or use ATP to
produce a proton gradient, driving secondary transport and acidifying organelles. With advances in EM has
come a significant increase in our understanding of the rotary ATPase family. Following the sub nm resolution
reconstructions of both the F- and V-ATPases, the secondary structure organization of the elusive subunit
a has now been resolved, revealing a novel helical arrangement. Despite these significant developments
in our understanding of the rotary ATPases, there are still a number of unresolved questions about the
mechanism, regulation and overall architecture, which this mini-review aims to highlight and discuss.

Introduction

The rotary ATPase families are membrane-bound molecular
motors which act either by hydrolysing ATP to generate a
proton gradient or by utilizing an existing proton gradient
to energize ATP synthesis. The family consists of the
ATP synthase (F-ATPase), vacuolar ATPase (V-ATPase) and
archaeal ATPase (A-ATPase). A common feature of the rotary
ATPase family is the coupling of a membrane-bound proton-
translocating domain (Vo) and a soluble, ATP hydrolysing/
synthesizing motor (Figure 1). Although the core motors of
each member of the family share a high degree of similarity,
they possess varying degrees of extra complexity. This is
indicated by the number of static peripheral stalks (that make
up the ‘stator’ of the motor) they possess which may reflect
the differing degrees of regulation they each require [1]. The
best studied system, the F-ATPase, is the simplest of the
family, possessing only one stator stalk. It primarily uses
the proton gradient and subsequent flow of H* through
the F, domain to generate torque and drive ATP synthesis
in the F; region. Recent EM and crystallography studies
have shown the interface where proton translocation occurs
between the rotating c-ring and the static subunit 4 has a
novel architecture with two horizontal helices parallel to the
plane of the membrane and embedded within it [2-4]. At
this interface the proton enters one side of a half-channel
within 4, is picked up by a conserved glutamate residue on
the c-ring and following a full revolution of the rotor, is then
moved into the half-channel on the opposite side. The second
member of the ATPase family is the A-ATPase, which differs
in organization to the F-type in having two stator stalks rather
than one. Each of these stalks is made of just two coiled-
coils rather than the multi-polypeptide stator found in the F-
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ATPase. Some members of the A-ATPase family also function
through the use of sodium as a coupling ion [5].

This review focuses on the V-ATPase, which acts via the
hydrolysis of ATP to drive proton translocation across a
membrane. The V-ATPase has the same overall architecture
as the other ATPase family members consisting of the soluble
ATP hydrolysing domain (Vy) and Vo (Figure 1). V; consists
of three AB repeats where ATP hydrolysis takes place,
subunits D and F make up the central rotor axle and three
stator stalks consisting of subunits E and G. The three
stators are linked by a series of ‘collar’ subunits which
include subunit C, H and the soluble domain of subunit
a. The membrane embedded Vo domain consists of the c-
ring, made up of a variable number of ¢ subunits, subunit
d and the remainder of subunit a. The V-ATPase plays an
essential role in several physiological processes, including cell
homoeostasis and signalling [6], and therefore is found in all
eukaryotic cells [7]. It is thus unsurprising that the complex
is implicated in a variety of disease states [8], for example its
role in bone resorption through acid extrusion means that it
is involved in both osteoporosis and osteopetrosis [9]. The
V-ATPase has also been linked to cancer invasiveness and has
been studied as a target for cancer therapy [10-12].

Recently, the sub nm resolution EM structures of the V-
ATPase from both yeast and the higher eukaryote Manduca
sexta [13,14] have provided unprecedented detail into its
structure and mechanism. In particular, the structures from
yeast show the organization of subunit 4, in the form of
highly tilted horizontal helices similar to the arrangement
recently observed in F-ATPase from Polytomella sp [2].
Despite the improved resolution of these structures, the
primary structure of subunit 2 cannot be unambiguously
assigned in the map hence, the connectivity between helices
is still uncertain. The yeast V-ATPase has been solved in
three distinct rotational states, permitting the conforma-
tional changes that accommodate ATP hydrolysis to be
observed.
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Figure 1| Schematic view of the rotary ATPase family

Subunit organization in the rotary V-/A-/F-ATPase families. Membrane is indicated by dashed line.

Despite the great advances that have been made in our
structural and biochemical understanding of the rotary
ATPase family, a number of unresolved questions remain,
some of which this review aims to address. For example the
manner in which isolated or disassociated domains of
the complex are silenced, the effect of direct linkage between
the stator and rotor domains acting as a ‘break’ and the role
and location of subunits e and Ac45 within the complex.

Mechanism

Through a combination of biochemical analysis, X-ray
crystallography and EM, a number of defined catalytic states
of the V-ATPase have been trapped which are consistent with
the ‘Boyer mechanism’ [15-17]. Key to the rotation of the
central axle is the movement of the lever arms at the base of
the AB catalytic dimer, induced through ATP hydrolysis and
the subsequent release of ADP and P;. The central rotor axle is
stabilized at the top of V; by aseries of highly conserved loops
that display alternative positive and negative charges (a feature
conserved in the F- and A-ATPase families) and it is tempting
to hypothesize that these act as a frictionless electrostatic
bearing through a series of attracting and repelling charges
acting on the charged axle [14,18]. To our knowledge there is
no report of any mutagenesis on these residues, which could
provide new insights into this poorly characterized highly
conserved feature within the rotary ATPase family.

Implicit within the rotary mechanism is the need for
the central rotor axle to couple with the c-ring with no
interactions to the static stator complex. It is clear that within
both the yeast and M. sexta systems this is not the case with
significant contact made between subunits d and C, which
would be analogous to applying the brakes to the rotary
mechanism (Figure 2) [13,14,19]. The removal of this linkage
has been shown to increase the flexibility of the system [20].
Moreover, it was hypothesized that this may act in a ratchet-
like mechanism such that the conformational changes which

Figure 2| Subunit interactions about the collar region of the
V-ATPase in 3 different conformational states

Surface representations of collar subunits based on yeast cryo-EM
structures for three rotational states [protein data bank (PDB): 39T,
3J9U, 3J9V] showing interactions between rotor subunit d (orange) and
collar subunits C and H (green and pink). Shown looking down from V4
domain towards membrane.

State 1 State 2 State 3

accommodate ATP binding and hydrolysis not only drive
rotation but release the steric hindrance, allowing forward
rotation [20]. In the absence of any ATP hydrolysis, the axle
is unable to rotate either forwards or in reverse through steric
hindrance of this ‘brake-like’ mechanism, silencing proton
leakage and preventing futile backwards rotation of the rotor.

Analysis of the different catalytic states shows significant
movement of the EG stators [13,21], although their
fundamental shape is dictated not by the occupancy of the
ATP-binding site in the AB domain, but by interactions
with the different subunits within the collar region [14].
Interestingly for both the M. sexta and yeast complexes
there is an apparent ‘resting state’ into which a predominant
population of V-ATPase exist, (approximately 48 % within
the yeast system [13]). These states also coincide with the
level of interaction between subunit d and subunits C
and H. Within yeast the largest to smallest interfaces have
approximately 48 %, 36 % and 16 % of particles associated
with them, respectively. This suggests that the interface may
potentially provide stability within the complex, although
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the exact purpose is unknown. It may be that this asymmetry
in population is related to regulation, as it is known that
addition of ATP induces dissociation of the complex [22], so
it is possible that the detachment of V; from V, can only
occur in certain rotational states and thus is mediated by the
stability of this interface.

Regulation

The ability of the V-ATPase to consume significant cellular
resources of ATP [22,23], requires a regulatory mechanism
to avoid futile ATP turnover. One proposed mechanism is
through the dissociation of V; from V, as shown in yeast and
M. sexta [24,25]. However, recent in vivo experiments have
suggested a more subtle rearrangement of V; from V,, rather
than complete separation [26]. Moreover, to date evidence for
this being a ubiquitous mechanism also remains elusive with
other species failing to show the same dissociation behaviour,
although there is some evidence in mammalian cells for amino
acid modulated reassembly [27]. Furthermore, although the
A, domain from the A-ATPase has been well studied, to
our knowledge it has not yet been shown to dissociate in a
similar manner to that of the V-ATPase under physiological
conditions. In addition to the need for regulation of the
mature complex, it is also vital to regulate the isolated
hydrolysing domains of the complex along the assembly
pathway. This may be regulated in an alternative manner or
share a common method of regulation with the dissociated
Vi/A;. Therefore, it is possible that, although informative,
studies that are carried out on the isolated A; domain may be
more relevant to a stable assembly intermediate rather than
representative of a dissociated A-ATPase complex, whereas
V| can be isolated after controlled dissociation [28].

Within the V-ATPase, subunits C and H have been implic-
ated in the regulatory process with the former responding to
cellular signals (likely phosphorylation [29,30]), triggering
dissociation and then later halting rotation of the central
axle through steric hindrance [31]. The A-ATPase lacks
any homologues for these subunits and so the triggers for
dissociation and/or silencing of ATP turnover are unknown
if indeed present. With regards to ATP silencing, there is
evidence that subunit H undergoes an approximately 120°
rotation about the EG stator to interact with the central rotor
axle [31,32]. The interfaces involved within this interaction are
yet to be resolved with an approximately 25 A (1 A=0.1 nm)
EM reconstruction of the isolated Vi domain from M. sexta
failing to show any interaction despite the H subunit being
associated with the complex as shown through biochemical
and negative stain analysis [28]. The lack of strong density
for subunit H may represent a high degree of flexibility or
an artefact caused through the modest resolution. It has also
been suggested that subunit F, which sits at the base of the
rotor axle, may play a role in silencing ATP hydrolysis in
the isolated V| and A; domains [33,34]. As the F subunit is
common to both the V- and A-ATPase, it is possible that this
forms the basis of a common mode of silencing during the
process of complex assembly.
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Figure 3| Structural comparison between yeast and M. sexta
V-ATPase

A comparison of the single particle 3D reconstruction of the V-ATPase
from yeast (A) and M. sexta (B). The protrusion of density at the
base of V, in the M. sexta map is highlighted by a star. Figures
reproduced from [13]: Zhao, J., Benlekbir, S. and Rubinstein, J.L. (2015)
Electron cryomicroscopy observation of rotational states in a eukaryotic
V-ATPase. Nature 521, 241-245 and [14]: Rawson, S., Phillips, C., Huss,
M., Tiburcy, F., Wieczorek, H., Trinick, J., Harrison, M.A. and Muench, S.P.
(2015) Structure of the vacuolar H( + )-ATPase rotary motor reveals new
mechanistic insights. Structure 23, 461-471.

The role of subunits e and ac45
The least characterized subunit within the V-ATPase complex
is subunit e. It has been shown to be heavily glycosylated [35]
and is required for accurate assembly of the c-ring [36-38].
However, its role, if any, in V-ATPase mechanism and/or
structure is unknown. Within yeast, it has been shown that
subunit e is absent from the complex after purification [39].
However, for M. sexta, the e subunit has been identified as
part of the purified complex [35]. Moreover, the potent and
selective V-ATPase inhibitor Pea albumin toxin 1b (PA1b)
was shown to bind subunit e with the corresponding position
in the EM map at the base of the V-ATPase [40]. There is a
clear distinction at the base of the V-ATPase, between yeast
and M. sexta, with the latter, which contains subunit e, having
a protrusion that is partially glycosylated at the base of V,
[14] (Figure 3). For the yeast enzyme, which lacks subunite in
the purified complex, no protrusion is seen [13]. Therefore,
we believe that subunit e is located at the base of the V-
ATPase, although its function and its precise location are yet
to be resolved. This is important as subunit e may be used
as a target site for selective inhibitors as it is differentially
observed across species. Thus, it would be valuable to study
the relationship between organisms possessing the e subunit
within the complex and those where it is more transient in
order to discern the rationale behind the retention and thus
the function of this mysterious subunit.

Previous studies have suggested the accessory protein Ac45
is responsible for the density at the base of the V-ATPase since
it is absent from yeast, along with the protrusion at the base
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of V, [41]. However, despite extensive MS and gel analysis
Ac45 cannot be identified within the M. sexta V-ATPase
preparation [14], which also contains a similar protrusion at
the base of V,,. Therefore, it seems logical to conclude that the
density at the base of V, is linked to subunit e and not Ac45.
The role for Ac45 and its association with the V-ATPase is still
poorly understood although there is growing evidence that it
plays a role in localization rather than mechanism [42,43].

Conclusions

Although there have been several major advances recently in
our understanding of the structure and function of the V-
ATPase and rotary ATPases in general, there are still several
unanswered questions. Through understanding these systems
in more detail we are beginning to see subtle differences
between organisms, such as the presence or absence of subunit
e and Ac45, which may call into question the relevance
of model systems currently in use. Mechanistically, there
are still several challenges to overcome such as the manner
of regulation and dissociation within the V-ATPase and
how this differs across the ATPase family as a whole, and
also the safeguards in place to prevent backwards rotation.
Additionally, the precise mechanism of proton translocation
is still unknown with higher resolution structural studies still
required to view this process in detail, whereas dynamic
structural studies may enable functional and mechanistic
detail to be linked to structural changes rather than the static
snapshots currently available.

References

Muench, S.P., Trinick, J. and Harrison, M.A. (2011) Structural divergence

of the rotary ATPases. Q. Rev. Biophys. 44, 311-356 CrossRef PubMed

Allegretti, M., Klusch, N., Mills, D.J., Vonck, J., Kihlbrandt, W. and Davies,

K.M. (2015) Horizontal membrane-intrinsic a-helices in the stator

a-subunit of an F-type ATP synthase. Nature 521, 237-240

CrossRef PubMed

Morales-Rios, E., Montgomery, M.G., Leslie, A.G. and Walker, J.E. (2015)

Structure of ATP synthase from Paracoccus denitrificans determined by

X-ray crystallography at 4.0 A resolution. Proc. Natl. Acad. Sci. U.S.A.

112, 13231-13236 CrossRef PubMed

Zhou, A., Rohou, A., Schep, D.G., Bason, J.V., Montgomery, M.G., Walker,

).E., Grigorieff, N. and Rubinstein, J.L. (2015) Structure and

conformational states of the bovine mitochondrial ATP synthase by

cryo-EM. elife 4, 1-21

Murata, T., Yamato, I., Kakinuma, Y., Leslie, A.G. and Walker, J.E. (2005)

Structure of the rotor of the V-type Na* -ATPase from Enterococcus

hirae. Science 308, 654-659 CrosskRef PubMed

Marshansky, V., Rubinstein, J.L. and Griber, G. (2014) Eukaryotic

V-ATPase: novel structural findings and functional insights. Biochim.

Biophys. Acta 1837, 857-879 CrossRef PubMed

Forgac, M. (2007) Vacuolar ATPases: rotary proton pumps in physiology

and pathophysiology. Nat. Rev. Mol. Cell Biol. 8, 917-929

CrossRef PubMed

Hinton, A., Bond, S. and Forgac, M. (2009) V-ATPase functions in normal

and disease processes. Pflugers Arch. 457, 589-598 CrossRef PubMed

Blair, H.C,, Teitelbaum, S.L., Ghiselli, R. and Gluck, S. (1989) Osteoclastic

bone resorption by a polarized vacuolar proton pump. Science 245,

855-857 CrossRef PubMed

10 Sennoune, S.R., Bakunts, K., Martinez, G.M., Chua-Tuan, J.L., Kebir, Y.,
Attaya, M.N. and Martinez-Zaquilan, R. (2004) Vacuolar H* -ATPase in
human breast cancer cells with distinct metastatic potential: distribution
and functional activity. Am. J. Physiol. Cell Physiol. 286, (1443-(1452
CrossRef PubMed

-

N

w

EaN

(%2}

()Y

~

[ee]

O

11 Fais, S., De Milito, A., You, H. and Qin, W. (2007) Targeting vacuolar
H* -ATPases as a new strategy against cancer. Cancer Res. 67,
10627-10630 CrossRef PubMed

12 Perez-Sayans, M., Manuel Somoza-Martin, J., Barros-Angueira, F.,

Gandara Rey, J.M. and Garcia-Garcia, A. (2009) V-ATPase inhibitors and

implication in cancer treatment. Cancer Treat. Rev. 35, 707-713

CrossRef PubMed

Zhao, J., Benlekbir, S. and Rubinstein, J.L. (2015) Electron cryomicroscopy

observation of rotational states in a eukaryotic V-ATPase. Nature 521,

241-245 CrossRef PubMed

14 Rawson, S., Phillips, C., Huss, M., Tiburcy, F., Wieczorek, H., Trinick, J.,

Harrison, M.A. and Muench, S.P. (2015) Structure of the vacuolar

H(+ )-ATPase rotary motor reveals new mechanistic insights. Structure

23, 461-471 CrossRef PubMed

Boyer, P.D. (1997) The ATP synthase - a splendid molecular machine.

Annu. Rev. Biochem. 66, 717-749 CrossRef PubMed

16 Arai, S., Saijo, S., Suzuki, K., Mizutani, K., Kakinuma, Y., Ishizuka-Katsura,
Y., Ohsawa, N., Terada, T., Shirouzu, M., Yokoyama, S. et al. (2013)
Rotation mechanism of Enterococcus hirae V1-ATPase based on
asymmetric crystal structures. Nature 493, 703-707 CrossRef PubMed

17 lino, R., Ueno, H., Minagawa, Y., Suzuki, K. and Murata, T. (2015)

Rotational mechanism of Enterococcus hirae V1-ATPase by

crystal-structure and single-molecule analyses. Curr. Opin. Struct. Biol.

31, 49-56 CrossRef PubMed

Abrahams, J.P., Leslie, A.G., Lutter, R. and Walker, J.E. (1994) Structure at

2.8 A resolution of F1-ATPase from bovine heart mitochondria. Nature

370, 621-628 CrossRef PubMed

Benlekbir, S., Bueler, S.A. and Rubinstein, J.L. (2012) Structure of the

vacuolar-type ATPase from Saccharomyces cerevisiae at 11-angstrom

resolution. Nat. Struct. Mol. Biol. 19, 1356-1362 CrossRef PubMed

Richardson, R.A., Papachristos, K., Read, D.J., Harlen, 0.G., Harrison, M.,

Paci, E.,, Muench, S.P. and Harris, S.A. (2014) Understanding the apparent

stator-rotor connections in the rotary ATPase family using coarse-grained

computer modeling. Proteins 82, 3298-3311 CrossRef PubMed

Stewart, A.G., Lee, LK., Donohoe, M., Chaston, J.J. and Stock, D. (2012)

The dynamic stator stalk of rotary ATPases. Nat. Commun. 3, 687

CrossRef PubMed

Huss, M. and Wieczorek, H. (2007) Influence of ATP and ADP on

dissociation of the V-ATPase into its V1 and VO complexes. FEBS Lett.

581, 5566-5572 CrossRef PubMed

Dow, J. (1984) Extremely high pH in biological-systems - a model for

carbonate transport. Am. J. Physiol. 246, R633-R636 PubMed

Sumner, J.P., Dow, J.A.T,, Earley, F.G.P., Klein, U., Jager, D. and Wieczorek,

H. (1995) Regulation of plasma membrane V-ATPase activity by

dissociation of peripheral subunits. J. Biol. Chem. 270, 5649-5653

CrossRef PubMed

Kane, P.M. (1995) Disassembly and reassembly of the yeast vacuolar

H™*-ATPase in-vivo. ). Biol. Chem. 270, 17025-17032 PubMed

Tabke, K., Albertmelcher, A., Vitavska, 0., Huss, M., Schmitz, H.-P. and

Wieczorek, H. (2014) Reversible disassembly of the yeast V-ATPase

revisited under in vivo conditions. Biochem. J. 462, 185-197

CrossRef PubMed

Stransky, L.A. and Forgac, M. (2015) Amino acid availability modulates

vacuolar H + -ATPase assembly. J. Biol. Chem. 290, 27360-27369

CrossRef PubMed

Muench, S.P., Scheres, S.H.W., Huss, M., Phillips, C., Vitavska, 0.,

Wieczorek, H., Trinick, ). and Harrison, M.A. (2014) Subunit positioning

and stator filament stiffness in requlation and power transmission in the

V1 motor of the Manduca sexta V-ATPase. J. Mol. Biol. 426, 286-300

CrossRef PubMed

Armbrister, A., Svergun, D.I., Coskun, U., Juliano, S., Bailer, S.M. and

Griber, G. (2004) Structural analysis of the stalk subunit Vma5p of the

yeast V-ATPase in solution. FEBS Lett. 570, 119-125 CrossRef PubMed

Hong-Hermesdorf, A, Briix, A., Griiber, A., Griber, G. and Schumacher, K.

(2006) A WNK kinase binds and phosphorylates V-ATPase subunit C.

FEBS Lett. 580, 932-939 CrossRef PubMed

Diab, H., Ohira, M., Liu, M., Cobb, E. and Kane, P.M. (2009) Subunit

interactions and requirements for inhibition of the yeast V1-ATPase. .

Biol. Chem. 284, 13316-13325 CrossRef PubMed

32 Jefferies, K.C. and Forgac, M. (2008) Subunit H of the vacuolar (H)
ATPase inhibits ATP hydrolysis by the free V1 domain by interaction with
the rotary subunit F. J. Biol. Chem. 283, 4512-4519 CrossRef PubMed

-
w

—
(%2l

—
o

—
O

2

o

2

—

2

N

2

w

2

~

2

(%2l

2

()Y

2

~

2

[ee]

2

O

3

o

3

=

(© 2016 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution Licence

4.0 (CCBY).


http://dx.doi.org/10.1017/S0033583510000338
http://www.ncbi.nlm.nih.gov/pubmed/21426606
http://dx.doi.org/10.1038/nature14185
http://www.ncbi.nlm.nih.gov/pubmed/25707805
http://dx.doi.org/10.1073/pnas.1517542112
http://www.ncbi.nlm.nih.gov/pubmed/26460036
http://dx.doi.org/10.1126/science.1110064
http://www.ncbi.nlm.nih.gov/pubmed/15802565
http://dx.doi.org/10.1016/j.bbabio.2014.01.018
http://www.ncbi.nlm.nih.gov/pubmed/24508215
http://dx.doi.org/10.1038/nrm2272
http://www.ncbi.nlm.nih.gov/pubmed/17912264
http://dx.doi.org/10.1007/s00424-007-0382-4
http://www.ncbi.nlm.nih.gov/pubmed/18026982
http://dx.doi.org/10.1126/science.2528207
http://www.ncbi.nlm.nih.gov/pubmed/2528207
http://dx.doi.org/10.1152/ajpcell.00407.2003
http://www.ncbi.nlm.nih.gov/pubmed/14761893
http://dx.doi.org/10.1158/0008-5472.CAN-07-1805
http://www.ncbi.nlm.nih.gov/pubmed/18006801
http://dx.doi.org/10.1016/j.ctrv.2009.08.003
http://www.ncbi.nlm.nih.gov/pubmed/19758758
http://dx.doi.org/10.1038/nature14365
http://www.ncbi.nlm.nih.gov/pubmed/25971514
http://dx.doi.org/10.1016/j.str.2014.12.016
http://www.ncbi.nlm.nih.gov/pubmed/25661654
http://dx.doi.org/10.1146/annurev.biochem.66.1.717
http://www.ncbi.nlm.nih.gov/pubmed/9242922
http://dx.doi.org/10.1038/nature11778
http://www.ncbi.nlm.nih.gov/pubmed/23334411
http://dx.doi.org/10.1016/j.sbi.2015.02.013
http://www.ncbi.nlm.nih.gov/pubmed/25796033
http://dx.doi.org/10.1038/370621a0
http://www.ncbi.nlm.nih.gov/pubmed/8065448
http://dx.doi.org/10.1038/nsmb.2422
http://www.ncbi.nlm.nih.gov/pubmed/23142977
http://dx.doi.org/10.1002/prot.24680
http://www.ncbi.nlm.nih.gov/pubmed/25174610
http://dx.doi.org/10.1038/ncomms1693
http://www.ncbi.nlm.nih.gov/pubmed/22353718
http://dx.doi.org/10.1016/j.febslet.2007.11.004
http://www.ncbi.nlm.nih.gov/pubmed/17997985
http://www.ncbi.nlm.nih.gov/pubmed/6144275
http://dx.doi.org/10.1074/jbc.270.10.5649
http://www.ncbi.nlm.nih.gov/pubmed/7890686
http://www.ncbi.nlm.nih.gov/pubmed/7622524
http://dx.doi.org/10.1042/BJ20131293
http://www.ncbi.nlm.nih.gov/pubmed/24805887
http://dx.doi.org/10.1074/jbc.M115.659128
http://www.ncbi.nlm.nih.gov/pubmed/26378229
http://dx.doi.org/10.1016/j.jmb.2013.09.018
http://www.ncbi.nlm.nih.gov/pubmed/24075871
http://dx.doi.org/10.1016/j.febslet.2004.06.029
http://www.ncbi.nlm.nih.gov/pubmed/15251451
http://dx.doi.org/10.1016/j.febslet.2006.01.018
http://www.ncbi.nlm.nih.gov/pubmed/16427632
http://dx.doi.org/10.1074/jbc.M900475200
http://www.ncbi.nlm.nih.gov/pubmed/19299516
http://dx.doi.org/10.1074/jbc.M707144200
http://www.ncbi.nlm.nih.gov/pubmed/18156183
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

33

34

3

w

36

3

~

38

(© 2016 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution Licence

Hildenbrand, Z.L., Molugu, SK., Stock, D. and Bernal, R.A. (2010) The C-H
peripheral stalk base: a novel component in V1-ATPase assembly. PLoS
One 5, e12588-12589 (rossRef PubMed

Makyio, H., lino, R., Ikeda, C., Imamura, H., Tamakoshi, M., Iwata, M.,
Stock, D., Bernal, R.A., Carpenter, E.P., Yoshida, M. et al. (2005) Structure
of a central stalk subunit F of prokaryotic V-type ATPase/synthase from
Thermus thermophilus. EMBO J. 24, 3974-3983 CrossRef PubMed
Merzendorfer, H., Huss, M., Schmid, R., Harvey, W.R. and Wieczorek, H.

(1999) A novel insect V-ATPase subunit M9.7 is glycosylated extensively.

J. Biol. Chem. 274, 17372-17378 CrossRef PubMed

Ludwig, J., Kerscher, S., Brandt, U., Pfeiffer, K., Getlawi, F., Apps, D.K. and
Schagger, H. (1998) Identification and characterization of a novel
9.2-kDa membrane sector-associated protein of vacuolar proton-ATPase
from chromaffin granules. J. Biol. Chem. 273, 10939-10947

CrossRef PubMed

Compton, M.A., Graham, L.A. and Stevens, T.H. (2006) Vma9p (subunit
e) is an integral membrane V, subunit of the yeast V-ATPase. J. Biol.
Chem. 281, 15312-15319 CrossRef PubMed

Sambade, M. and Kane, P.M. (2004) The yeast vacuolar
proton-translocating ATPase contains a subunit homologous to the
Manduca sexta and bovine e subunits that is essential for function. J.
Biol. Chem. 279, 17361-17365 CrossRef PubMed

4.0 (CCBY).

Membrane Proteins From A to Z

855

39

4

o

4

e

42

43

Bueler, S.A. and Rubinstein, J.L. (2015) YVma9p need not be associated
with the yeast V-ATPase for fully-coupled proton pumping activity

in vitro. Biochemistry 54, 853-858 CrossRef PubMed

Muench, S.P., Rawson, S., Eyraud, V., Delmas, A.F., Da Silva, P., Phillips,
C., Trinick, J., Harrison, M.A., Gressent, F. and Huss, M. (2014) PA1b
inhibitor binding to subunits ¢ and e of the vacuolar ATPase reveals its
insecticidal mechanism. J. Biol. Chem. 289, 16399-16408

CrossRef PubMed

Wilkens, S., Vasilyeva, E. and Forgac, M. (1999) Structure of the vacuolar
ATPase by electron microscopy. J. Biol. Chem. 274, 31804-31810
CrossRef PubMed

Smith, G.A., Howell, GJ., Phillips, C., Muench, S.P., Ponnambalam, S. and
Harrison, M.A. (2016) Extracellular and luminal pH regulation by vacuolar
H* -ATPase isoform expression and targeting to the plasma membrane
and endosomes. J. Biol. Chem. 291, 8500-8515

Jansen, EJ.R., Scheenen, WJJ.M., Hafmans, T.G.M. and Martens, G.J.M.
(2008) Accessory subunit Ac45 controls the V-ATPase in the regulated
secretory pathway. Biochim. Biophys. Acta 1783, 2301-2310

CrossRef PubMed

Received 1 February 2016
do0i:10.1042/BST20160043


http://dx.doi.org/10.1371/journal.pone.0012588
http://www.ncbi.nlm.nih.gov/pubmed/20838636
http://dx.doi.org/10.1038/sj.emboj.7600859
http://www.ncbi.nlm.nih.gov/pubmed/16281059
http://dx.doi.org/10.1074/jbc.274.24.17372
http://www.ncbi.nlm.nih.gov/pubmed/10358099
http://dx.doi.org/10.1074/jbc.273.18.10939
http://www.ncbi.nlm.nih.gov/pubmed/9556572
http://dx.doi.org/10.1074/jbc.M600890200
http://www.ncbi.nlm.nih.gov/pubmed/16569636
http://dx.doi.org/10.1074/jbc.M314104200
http://www.ncbi.nlm.nih.gov/pubmed/14970230
http://dx.doi.org/10.1021/bi5013172
http://www.ncbi.nlm.nih.gov/pubmed/25546637
http://dx.doi.org/10.1074/jbc.M113.541250
http://www.ncbi.nlm.nih.gov/pubmed/24795045
http://dx.doi.org/10.1074/jbc.274.45.31804
http://www.ncbi.nlm.nih.gov/pubmed/10542203
http://dx.doi.org/10.1016/j.bbamcr.2008.06.020
http://www.ncbi.nlm.nih.gov/pubmed/18657579
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

