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Abstract

Cytoplasmic membrane (CM) proteins ExbB and ExbD of the Escherichia coli TonB system
couple CM protonmotive force (pmf) to TonB. TonB transmits this energy to high-affinity outer
membrane active transporters. ExbD is proposed to catalyze TonB conformational changes during
energy transduction. Here, the effect of ExbD mutants and changes in pmf on TonB proteinase K
sensitivity in spheroplasts was examined. Spheroplasts supported the pmf-dependent
formaldehyde crosslink between periplasmic domains of TonB and ExbD, indicating that they
constituted a biologically relevant in vivo system to study changes in TonB proteinase K
sensitivity. Three stages in TonB energization were identified. In Stage I, ExbD L123Q or TonB
H20A prevented proper interaction between TonB and ExbD, rendering TonB sensitive to
proteinase K. In Stage Il, ExbD D25N supported conversion of TonB to a proteinase K resistant
form, but not energization of TonB or formation of the pmf-dependent formaldehyde crosslink.
Addition of protonophores had the same effect as ExoD D25N. This suggested the existence of a
pmf-independent association between TonB and ExbD. TonB proceeded to Stage 111 when pmf
was present, again becoming proteinase K sensitive, but now able to form the pmf-dependent
crosslink to ExbD. Absence or presence of pmf toggled TonB between Stage Il and Stage |11
conformations, which were also detected in wild-type cells. ExbD also underwent pmf-dependent
conformational changes that were interdependent with TonB. These observations supported the
hypothesis that ExbD couples TonB to the pmf, with concomitant transitions of ExbD and TonB
periplasmic domains from unenergized to energized heterodimers.

Introduction

The TonB system of Gram-negative bacteria solves the problems of nutrient acquisition
created by their diffusion-limited outer membranes (OM) 1. In Escherichia coli K12, it
energizes active transport of iron-siderophore complexes and vitamin B12 across the OM
through high affinity transporters. In other Gram-negative bacteria, many of which have
multiple TonB systems, it energizes transport of diverse substrates such as heme,
maltodextrin, sucrose, and nickel 2 3:4:5:6_|n Escherichia coli, OM transporters also serve
as receptors for a variety of colicins and bacteriophages, many of which require the TonB
system to enter cells 7+ 8: 9

TonB system proteins are found in both the cytoplasmic membrane (CM) and OM, as a
variety of relatively substrate-specific OM TonB-gated transporters (TGTs) and three
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integral CM proteins, TonB, ExbB, and ExbD. TonB/ExbB/ExbD appear to form a complex.
Together ExbB and ExbD are proposed to harvest the protonmotive force (pmf) energy
which is then transmitted by TonB to drive active transport across the OM. Thus the
limitations of the OM, which lacks ion gradients or access to ATP, are circumvented [For
recent reviews see % 10: 11,121 Active transport of TonB-dependent ligands across the OM is
prevented in the presence of protonophores such as carbonylcyanide-m-
chlorophenylhydrazone (CCCP) and dinitrophenol (DNP) that collapse the CM proton
gradient 13, Ligands are still able to bind their respective OM transporters in protonophore-
treated cells 14 15,

ExbD (141 amino acids) and TonB (239 amino acids) have identical membrane topologies
of a single transmembrane domain, with the majority of each protein occupying the
periplasmic space 16:17: 18 ExbB (244 amino acids) has 3 transmembrane domains, with the
majority of its soluble domains localized to the cytoplasm 19: 20, While the relative
stoichiometry of TonB:ExbD:ExbB in the cell is 1:2:7, the stoichiometry of an active TonB-
ExbD-ExbB complex remains unknown 21,

Because TonB is a stable protein, remains associated with the CM throughout energy
transduction, and is limiting relative to the number of OM transporters, it is clear that the
TonB periplasmic domain must undergo cyclic contact and dissociation from the OM during
energy transduction 21: 22: 23 Three different conformations of TonB have been identified in
vivo, indicating that TonB is conformationally dynamic. Known conformational changes of
TonB require the presence of pmf, ExbB, and ExbD, along with a functional TonB
transmembrane domain (TMD) 24 2526, The TonB TMD was recently shown to play only a
structural role and is not directly part of a proton translocation pathway. TonB H20, is the
only TonB TMD residue that cannot be functionally substituted with ala 27. H20A inactivity,
however, is not due to lack of a protonatable side chain, as H20 can be fully substituted with
non-protonatable asn 28, This suggests the connection between TonB periplasmic domain
conformational changes and the pmf is likely indirect. The precise details of this energy
coupling process remain unknown.

Two point mutations in separate domains of ExbD render it inactive—D25N in the TMD
and L132Q in the periplasmic domain 22, D25 is the sole charged residue in the ExobD TMD
and is highly conserved. ExbD D25 and the corresponding asp residues in ExbD paralogues
TolR and MotB are candidate residues for proton binding as part of putative proton channels
in these systems 3%: 31, The potential role of L132 is unknown.

The precise role of ExbD within this system is unknown. Current data suggest that ExoD
converts TonB to the active conformation that initiates substrate transport through the OM
transporters 26: 27: 32,33 A pmf-dependent interaction between the periplasmic domains of
ExbD and TonB can be trapped by formaldehyde crosslinking in vivo. This energized TonB-
ExbD complex is no longer observed when TonB H20A or ExbD D25N is present. While
this result indicates that the formaldehyde crosslinkable residues in the two proteins are not
in correct apposition to form the crosslink, it does not indicate that TonB and ExbD no
longer interact at all. ExbD and ExbD D25N can also be trapped in pmf-independent
formaldehyde crosslinked complexes with ExbB or with another ExbD 32,

Here we demonstrate that spheroplasts represent a valid in vivo system for definition of
TonB conformational changes, based on pmf changes and effects of ExbD mutants. Using
changes in TonB and ExbD proteinase K sensitivity in spheroplasts, we show for the first
time that ExbD conformation is pmf-dependent, and define three different stages in TonB
energization by ExbD. The ExbD carboxy-terminus (L132) and the TonB TMD (H20) were
important for staging initial ExbD-TonB interaction. A wild-type TonB-ExbD complex
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could be subsequently toggled (reversibly switched) between pmf-independent and pmf-
dependent conformations with the ExbD TMD (residue D25) required to mediate this
conformational switch.

Results and Discussion

Loss of protonmotive force reversibly stalls TonB conformational changes

In spheroplasts, TonB is completely sensitive to exogenous proteinase K, as might be
expected for a periplasmically exposed protein (Fig. 1A, lane 4). However, as observed
previously, collapsing the pmf by addition of protonophores to spheroplasts renders the
amino terminal 2/3 of TonB resistant to exogenous proteinase K, resulting in an ~23 kDa
fragment referred to from here on as the proteinase K resistant form or fragment of TonB [
and Fig. 1A, lane 4]. The identity of this fragment was previously established by its apparent
molecular mass and by mapping with a set of monoclonal antibodies for which the epitopes
are known 25, It was not known, however, if this conformation was a “dead-end”
representing a now permanently inactivated TonB or a temporary stall with the potential of
resuming its energy transduction cycle. To distinguish between these possibilities, we
examined the reversibility of the TonB proteinase K resistant conformation by washing
away the previously added protonophore prior to proteinase K treatment. A “dead end”
conformation would still be present after re-establishing pmf, while a stalled conformation
would resume the cycle of TonB conformational changes and once again become
susceptible to proteinase K.

As observed previously 2%, TonB in whole cells was not accessible to proteinase K (Figs. 1A
and B, lane 2) but was fully accessible and proteolytically degraded in spheroplasts (Fig. 1A,
lane 4). In spheroplasts where pmf was collapsed by addition of CCCP, treatment with
proteinase K resulted in detection of the previously observed proteinase K resistant
conformation of TonB (Fig. 1A, lane 6 and 1B, lane 4). When CCCP was washed away and
pmf restored, TonB again became completely sensitive to proteinase K (Fig. 1B, lane 5),
like TonB in spheroplasts (Fig. 1A, lane 4). To determine if a functional conformation of
TonB had indeed been restored, washed spheroplasts were re-treated with CCCP and then
with proteinase K. Notably, the proteinase K resistant form of TonB was again detected
(Fig. 1B, lane 6). These results indicated that spheroplasts retained pmf during their
preparation, and after treatment with protonophores, could regenerate pmf when it was
washed away. More importantly they indicated that the conformation of TonB was
reversibly stalled in the absence of pmf and could recover when pmf was restored. ExbD
also showed a reversible pmf-dependent change in proteinase K sensitivity (Fig. 1B, lanes 4
through 6), and these results are discussed below.

A pmf-sensitive conformational switch could be triggered by cycles of TMD residue
protonation/deprotonation events. In this scenario, collapse of the pmf by addition of CCCP
or mutants with an inability to respond to pmf could equate to an inability to change the
protonation state of a protein. In the ATP synthase complex, protonation/deprotonation of an
essential carboxyl residue in subunit ¢ promotes mechanical rotation, and protonation of a
TMD asp residue in the AcrB efflux pump is proposed to cause observed large structural
changes in the periplasmic domain [reviewed in 34 35]. While there is currently no direct
evidence of TMD residue protonation in the TonB system, candidate residues, such as ExbD
D25, exist. In addition, we note recent results which indicate that E. coli normally
experiences strong fluctuations in pmf 36. The ability of TonB to switch back and forth
between conformations may be an important part of coping with such fluctuations.

J Mol Biol. Author manuscript; available in PMC 2013 January 13.
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In vivo pmf-dependent TonB-ExbD interaction also occurs in spheroplasts

Spheroplast generation leaves the CM intact but, through disruption of the OM and
hydrolysis of the peptidoglycan layer, exposes the periplasmic domains of CM proteins such
as TonB and ExbD to solution. While the proteinase K assay takes advantage of this fact,
this also equates to a non-native environment for these proteins, raising the question of
whether this change in environment alters the native behavior or conformations of the
solution-exposed domains.

To address whether the periplasmic domains of TonB and ExbD in spheroplasts exhibit
native conformations and interactions, spheroplasts were generated from a wild-type
(W3110) strain and crosslinked with formaldehyde in the presence or absence of pmf
(presence of CCCP). Formaldehyde is a conformation-sensitive crosslinking agent that
results in formation of a methylene (CH,) bridge between reactive residues, which must be
in close association to crosslink. As observed previously for ExbD in whole cells 32, ExbD
in spheroplasts crosslinked into homodimers and heterodimeric complexes with TonB or
ExbB (Fig. 2, aExbD, sph). The TonB-ExbD complex in spheroplasts was also pmf-
dependent, providing confidence in the validity of those findings by demonstrating that
complex formation in spheroplasts had the same determinants as in whole cells (Fig. 2,
compare sph to sph + CCCP). The same held true for the immunoblot assessing TonB
interactions, where all known complexes detected in formaldehyde-treated whole cells were
also detected in spheroplasts (Fig. 2, aTonB). This even included the TonB complexes with
the OM proteins FepA and Lpp, likely due to fragments of the OM still attached to
spheroplasts 37 38,

The possibility that, for this set of experiments, spheroplasts did not form, was ruled out by
prominent detection of the TonB proteinase K resistant form in a portion of the same CCCP-
treated spheroplasts that were crosslinked with formaldehyde after proteinase K treatment
(Fig. 2, aTonB, sph + CCCP + PK). Two higher bands were also observed in this sample.
One migrated at the apparent molecular mass of full-length TonB (36 kDa) and was likely
residual, undigested TonB. The highest band migrated at approximately 47 kDa. Based on
its similar abundance to the TonB-ExbB crosslink, this was potentially a partially digested
form of that complex. Its identity was not confirmed.

The TonB proteinase K resistant conformation is a normal part of its energy transduction

cycle

Because the proteinase K resistant conformation of TonB depended on a pmf-dependent
toggle switch and was not a dead-end conformation, it should exist in wild-type bacteria. We
reasoned that the population of TonBs in energized spheroplasts would be constantly
transitioning from one conformation to another. Since at least one conformational state of
TonB was sensitive to proteinase K, the total population of resistant TonB might decrease
over time, and thus the proteinase K resistant conformation may be detectable only at early
time points of treatment. To search for the proteinase K resistant conformation of TonB, we
treated wild-type energized spheroplasts with proteinase K for a time-course of 2 min
through the standard 15 min. As in the standard assay, by 15 min proteinase K treatment
time, TonB in the presence of wild-type ExbD and the pmf was fully sensitive (Fig. 3A, sph,
lane 5). However, at the 2 min time point, a low level of the proteinase K resistant fragment
was detected (Fig. 3A, sph, lane 2), indicating that this was a normal conformation of TonB
that occurred during the energy transduction cycle. We suggest that as time moved on in
spheroplasts with pmf, all of the proteinase K resistant TonB eventually transitioned to a
conformation that was fully degraded by proteinase K by 15 min; hence this population did
not accumulate.

J Mol Biol. Author manuscript; available in PMC 2013 January 13.
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However, when pmf was collapsed, stable accumulation of the TonB proteinase K resistant
conformation was observed across the time-course (Fig. 3A, sph + CCCP, lanes 2 through
6). This suggested that following CCCP addition, all the TonBs not already at the proteinase
K resistant stage of the cycle either reverted, or proceeded in the cycle to that point and
became unable to proceed further. TonB was rapidly stalled in this conformation, possibly as
soon as the pmf was collapsed.

These results raised the likelihood that the proteinase K resistant conformation of TonB, first
observed in previous studies using a 15 min proteinase K treatment, was not, as originally
proposed, a pmf-dependent TonB conformational response 2°. Instead these studies, which
probed early times of proteinase K treatment for the first time, revealed that the TonB
proteinase K resistant conformation was pmf-independent because it existed whether or not
pmf was present. Based on this new information, it seemed logical that the TonB proteinase
K resistant conformation must have occurred at a point in the energy transduction cycle
prior to the pmf-dependent energization of TonB, which subsequently converted TonB from
proteinase K resistant to proteinase K sensitive (see Fig. 3A, lanes 2 through 5, where the
proteinase K resistant conformation of TonB at 2 min becomes sensitive by 15 min only in
sph where pmf is present).

In the absence of ExbD, TonB was fully sensitive to proteinase K over the time-course,
whether or not pmf was collapsed, and did not form the ~23 kDa proteinase K resistant
fragment even at the shortest time-point [39 and Fig. 3B, lanes 5 and 6]. From these studies
two proteinase K sensitive conformations of TonB became apparent—one formed by TonB
in the absence of ExbD interaction and another after response of TonB to pmf (compare Fig.
3A, sph, lane 5 and Fig. 3B, sph, lane 6). Therefore, including the TonB proteinase K
resistant conformation, three in vivo conformations of TonB were evident. Because pmf
establishes a specific formaldehyde crosslinkable interaction between the TonB and ExbD
periplasmic domains 32, the TonB proteinase K sensitive conformation in fully energized
wild-type spheroplasts did not simply reflect lack of interaction with ExbD.

Formation of the TonB proteinase K resistant fragment requires a wild-type ExbD
periplasmic domain

Based on the identity of the proteinase K resistant fragment, about 60% of the TonB
periplasmic domain (residues 33- 156) becomes resistant to proteolysis after collapse of the
pmf 25, This ExbD-dependent resistance could be the result of either a conformational
change of TonB in the presence of ExbD or direct protection of this portion of the TonB
periplasmic domain by the ExbD periplasmic domain. To examine the role of ExbD in the
formation of the TonB proteinase K resistant conformation, the effects of two known ExbD
missense mutants, L132Q in the periplasmic domain and D25N in the TMD, were analyzed.
Like wild-type ExbD, both are stable proteins, capable of forming ExbD homodimers and
heterodimers with ExbB, suggesting these inactivating point mutations do not significantly
alter native ExbD conformation. They differ from wild-type ExbD only in their inability to
form the pmf-dependent formaldehyde crosslinked TonB-ExbD heterodimer [32 and Fig.
S1]. That result means that relationships between crosslinkable residues in ExbD or TonB
alter when pmf is collapsed, but does not rule out contact through different interfaces.

Periplasmic domain mutant ExbD L132Q did not support the proteinase K resistant
conformation of TonB, showing the same results as the AexbD strain (Fig. 3B, compare lane
14 to lane 2). This result suggested that the L132Q mutation prevented interaction between
ExbD and TonB periplasmic domains. In contrast, TMD mutant ExbD D25N supported
formation of the TonB proteinase K resistant conformation, with almost full conversion
detected at the 2 min time point (Fig. 3A, lane 7). Taken together these results suggested that

J Mol Biol. Author manuscript; available in PMC 2013 January 13.
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a wild-type ExbD periplasmic domain was both necessary and sufficient to support
formation of the TonB proteinase K resistant conformation.

The differences in the abilities of ExbD D25N or L132Q to support formation of the TonB
proteinase K resistant conformation indicated that while both ExbD missense mutants were
inactive, it was for different reasons. Perhaps most importantly, it also indicated that, ExoD
TMD residue D25 was not important for TonB to form the pmf-independent proteinase K
resistant conformation—the functional role of D25 appeared to occur at a later stage of the
energy transduction cycle. The fact that formation of the TonB proteinase K resistant
conformation required a native ExbD periplasmic domain but neither pmf nor ExbD activity
suggested formation was dependent on an initial assembly of TonB with ExbD (Fig. 3A,
lane 7). Pmf-independent assembly between TonB and ExbD had not been detected
previously because it did not lead to a formaldehyde crosslinked complex 32. Resistance to
proteolysis induced by the presence of another protein suggests direct interaction between
those proteins even when a heteromeric complex has not been observed, such as in the
MacA/B-TolC system 40,

In contrast to the ExbD TMD, a wild-type TonB TMD was required for formation of the
TonB proteinase K resistant conformation. TonB H20A was unable to form the wild-type
proteinase K resistant fragment, suggesting that ExbD and TonB TMDs had distinct
functional roles (Fig. 3B, lane 11). A low level of a faster migrating, ~21 kDa, proteinase K
resistant TonB H20A fragment was detected at 2 min. Detection of this fragment was not
dependent on the pmf, and it was not characterized further.

At the early time points of proteinase K treatment, an ~28 kDa TonB fragment was apparent
to varying degrees in the presence of mutants ExbD D25N or L132Q and TonB H20A (Fig.
3A lane 7 and 3B lanes 11 and 14). Because this ~28 kDa fragment was also present in the
AexbD (Fig. 3B, lane 5) but not ExbD* background, it appeared to be a form of TonB that
arises independent of ExbD conformation. It was not characterized further.

ExbD D25N prevents pmf-dependent conformational changes of TonB

In wild type spheroplasts energized by the pmf, the low level of proteinase K resistant TonB
appeared to reflect the proportion of TonB at a certain stage of the energy transduction
cycle. In contrast, the effect of the ExbD D25N mutation was to convert the majority of
TonB to the proteinase K resistant form, even when pmf was present (Fig. 3A, sph, lane 7),
with the degree of formation equal to a wild-type strain after collapse of pmf (compare to
Fig. 3A, lanes 2 and 7)). Thus the ExbD D25N TMD mutation had the same immediate
effect on TonB conformation as collapse of the pmf. Consistent with that idea, the degree of
conversion supported by ExbD D25N was unchanged after collapse of pmf (Fig. 3A,
compare sph to sph + CCCP, lanes 7 through 10). ExbD D25, a protonatable residue, was
therefore identified as necessary for the conformational response to the pmf that rendered
TonB sensitive to proteinase K. While it is currently unknown if ExbD D25 is protonated,
such an event could mediate the observed pmf-toggled conformational changes. The ExbD
TMD is thus far unique in that respect because there appear to be no TonB TMD residues
that could participate directly in proton translocation 28. It is not yet clear whether ExbB
TMD residues play a role in utilization of the pmf. Overall, these results pinpointed ExbD,
not pmf, as the direct regulator of TonB conformational changes, where the inability of
ExbD to respond to pmf (collapse of pmf or presence of D25N), stalled TonB in the
proteinase K resistant conformation, dependent on an assembly of the periplasmic domains
of TonB and ExbD.

It is unknown why the interaction between TonB and ExbD D25N became sensitive to
proteinase K at a faster rate than with wild-type ExbD, even after collapse of pmf (Fig. 3A,
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sph + CCCP, compare lanes 2 through 5 to lanes 7 through 10). The high level of the TonB
proteinase K resistant conformation supported by ExbD D25N at 2 min suggested this was
not normally an unstable or transient interaction because the majority of the TonB
population was in that conformation. A short-lived interaction would have resulted in only a
small population of TonB remaining associated with ExbD D25N, in the proteinase K
resistant conformation, at one time. The initial high level of proteinase K resistance followed
by the rapid conversion to proteinase K sensitive may reflect a dissociation of the TonB-
ExbD D25N complex over the time-course or greater accessibility of ExoD D25N compared
to wild-type ExbD to proteinase K.

ExbD conformation changes when pmf is collapsed

Because ExbD was clearly involved in TonB conformational changes, we wanted to
characterize the conformational behavior of ExbD, which had not been examined
previously, except for a demonstrated sensitivity to proteinase K or trypsin treatment for 15
min in energized spheroplasts 1. When Fig. 1 samples from the pmf-reversibility studies of
TonB conformational changes were immunoblotted with ExbD-specific antibodies, the
ExbD conformational response manifested as a change from almost full sensitivity in the
presence of pmf (Fig. 1B, lane 5) to the full length of ExbD becoming resistant to proteinase
K when pmf was collapsed (Fig. 1B, lane 4). As seen for TonB, these pmf-dependent
conformational changes of ExbD were reversible (Fig. 1B, aExbD, compare lanes 4, 5, and
6). A proteinase K treatment time-course revealed that a relatively high level of proteinase K
resistant wild-type ExbD was detected at 2 min in the presence of pmf and transitioned to a
proteinase K sensitive form and was degraded by 15 min (Fig. 4A, sph, lanes 2 through 5).
Like TonB, after collapse of the pmf, ExbD remained stalled in the proteinase K resistant
conformation (Fig. 4A, sph + CCCP, lanes 2 through 5).

D25 in the ExbD TMD is a prime candidate through which direct response of ExbD to the
pmf could be initiated. Consistent with that idea, no conformational response of ExbD D25N
to pmf was observed—it remained sensitive to proteinase K whether or not pmf was present
(Fig. 4A, lanes 7 through 10, compare sph to sph + CCCP). Homologous asp residues in the
Tol and Mot protein systems also influence protein conformation. TolR D23, predicted to be
on the TolQR ion pathway, plays a role in conformational changes of the TolR periplasmic
domain, with D23A mimicking the effect of CCCP on TolR conformation 42. To date,
changes in the MotA cytoplasmic domain have been documented when MotB D32 is
mutated 43, and current models also place D32 on a proton pathway 44.

TonB is required for pmf-dependent ExbD conformational change

Three different conditions prevented formation of the ExbD proteinase K resistant form
when pmf was collapsed:A tonB, (Fig. 4B, lane 6), ExbD L132Q (Fig. 4B, lane 12), and
TonB H20A (Fig. 4B, lane 15). These results suggested that the TonB and ExbD proteinase
K resistant conformations were interdependent, and supported the idea that ExbD L132Q did
not properly assemble with TonB; likewise TonB H20A also appeared to prevent proper
interaction with ExbD. Because the pmf-dependent TonB-ExbD formaldehyde crosslink did
not form in ExbD L132Q or TonB H20A mutants, this initial proper assembly appeared to
be a prerequisite for subsequent energization of TonB (32 and Fig. S1). Because the TonB
transmembrane domain is not directly part of a proton translocation pathway 28 and yet
TonB H20A did not support ExbD pmf responsiveness, it may mean that the TonB TMD is
required for proper assembly of ExbD into an energy transduction complex. Alternatively,
assembly of TonB with ExbD might initiate harnessing of the pmf by ExbB/ExbD, and
trigger pmf-dependent conformational changes of ExbD only when required to energize
TonB.

J Mol Biol. Author manuscript; available in PMC 2013 January 13.
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A model for early stages in TonB energization

Based on these data, TonB appears to have three stages on the pathway to becoming
“energized” by the pmf, which correspond to our finding of two stages that are sensitive to
proteinase K and one stage that is resistant. TonB remains in the first stage if its periplasmic
domain cannot properly assemble with ExbD (Fig. 5, Stage ). This can be either because the
TonB TMD carries a mutation (H20A) that prevents proper TonB assembly with ExbD or
because an ExbD periplasmic domain mutation (L132Q) prevents proper direct interaction
with the TonB periplasmic domain. TonB stalled at Stage | is sensitive to proteinase K
degradation whether or not the pmf is present (all mutant strains in Fig. 3B, for example).
Consistent with its inability to respond to the pmf due to the absence of initial correct
interactions, TonB stalled at Stage | also does not formaldehyde crosslink to ExbD (32 and
Fig. S1).

In the second stage, TonB and ExbD come together in such a way that both proteins become
proteinase K resistant. This represents an initial assembly of TonB and ExbD prior to
employing pmf energy for function (Fig. 5, Stage IlI). This stage is characterized by the
proteinase K resistant conformation of TonB that is detected when pmf is present, but only
significantly accumulates when TonB is stalled at this stage by collapse of pmf or when
TonB conformation presumably cannot be coupled to the pmf, i.e. when ExbD D25N is
present (see Fig. 3A, ExbD sph + CCCP or ExbD D25N). Consistent with this idea, TonB
and ExbD D25N do not formaldehyde crosslink through their periplasmic domains in

vivo 32, Stage 11 contact between TonB and ExbD periplasmic domains is almost certainly
mediated through interaction with ExbB, since ExbB appears to be the scaffold that
stabilizes both proteins, and TonB remains at what we now call Stage | if ExbB is

deleted 32: 39: 41,

Pmf energizes the TonB-ExbD transition to Stage Il (Fig. 5, Stage I11). This conformation is
represented by the pmf-dependent formaldehyde crosslinked TonB-ExbD periplasmic
domain interaction and the sensitivity to proteinase K that both occur only in wild-type E.
coli (see Fig. 3A, ExbD sph and Fig. S1 wild type lane). Because the pmf acts as a toggle
switch between Stages Il and 111, the TonB-ExbD complex that has been stalled at Stage II
by addition of CCCP can proceed to Stage 11 once CCCP is washed away. The TonB-ExbD
complex at Stage I1I can be sent back to Stage Il by addition of CCCP (Fig. 1B, compare
lanes 4, 5, and 6).

While it does not focus on TonB-TGT (TonB-gated transporter) interactions, this model
raises some interesting possibilities in terms of how ExbD-TonB interactions might fit into
the cycle of TonB-TGT interactions at the OM. In the absence of both ExbB/D and
paralogues TolQ/R, which can otherwise partially substitute for ExbB/D, TonB is found
predominantly in OM sucrose density gradient fractions 33: 3% 4547 Because it is clear that
TonB does not shuttle to the OM during energy transduction 23, this observation suggests
that TonB interactions at the OM occur with sufficiently high affinity to pull TonB out of its
CM location during the fractionation process. Known interactions of TonB with TGTs occur
even in the absence of pmf [ 46, data not shown]. Perhaps the observed TonB-TGT
interactions represent TonB at Stages | and Il in this model, with TonB spanning the
periplasm, in contact with OM proteins and sensitive to proteinase K, but in Stage 11, ExbD
interaction at a more amino-terminal region of TonB protects that region, generating a
proteinase K resistant fragment. It may be that energy of the pmf is used by ExbD to release
this high affinity TonB-TGT interaction. Alternatively, it may be that TonB at Stage IlI
represents the initial actual energy transducing contact with the TGT. In that case
predominance of TonB at the OM in the absence of ExbB/D and TolQ/R would represent
TonB whose disordered conformation could not be regulated and which therefore cannot
result in an energy transduction event. It will be important not only to further define an
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energy transduction event, but to characterize the in vivo conformation(s) of the TonB
carboxy terminus when it interacts with the TGTs or other OM proteins.

Materials and Methods

Bacterial strains and plasmids

Bacterial strains and plasmids used in this study are listed in Table 1. A AexbD, AtolQR
strain (RA1045) was used as the AexbD background and to express plasmid-encoded ExbD
variants to avoid phenotypes attributable to ExbD paralogue TolR, which can partially
substitute for ExbD function 33 47, pKP1333, pExbD(L132Q), was a derivative of pKP999
(exbD in pPro24). The L132Q substitution was generated using 30-cycle extra-long PCR.
Forward and reverse primers were designed with the desired base change flanked on both
sides by 12-15 homologous bases (primer sequences available upon request). Dpnl
digestion was used to remove the template plasmid. To ensure no unintended base changes
were present, the sequence of the entire exbD gene was verified by DNA sequencing at the
Penn State Genomics Core Facility — University Park, PA.

Media and culture conditions

Luria-Bertani (LB) and M9 minimal salts were prepared as previously described 48. Liquid
cultures and agar plates were supplemented with 34 ug ml~1 chloramphenicol or 100 g
ml~1 ampicillin and plasmid-specific levels of sodium propionate or L-arabinose (percent as
w/v), as needed for expression of ExbD and TonB proteins from plasmids. M9 salts were
supplemented with 0.5% glycerol, 0.4 ug ml~1 thiamine, 1 mM MgSQj, 0.5 mM CaCly,
0.2% casamino acids, 40 ug ml~1 tryptophan, and 1.85uM or 37 uM FeCls - 6H,0. Cultures
were grown with aeration at 37°C.

Proteinase K accessibility assays

For reversibility assays, spheroplasts were generated from wild-type cells (W3110) and
treated with CCCP to collapse pmf. Identical results were observed when spheroplasts were
treated with the protonophore DNP (data not shown). Samples were harvested and treated
with proteinase K or left untreated. Those samples represented the end point of the previous
proteinase K assays, where treatment with proteinase K resulted in detection of the novel
proteinase K resistant form of TonB. To re-establish pmf for the remaining sample, the
proteinase K untreated, CCCP-treated spheroplasts were subsequently pelleted, washed, and
resuspended in buffer without CCCP. These washed spheroplasts were divided in half. One
sample was re-treated with CCCP, and one was treated with solvent only (DMSO). Both
were then treated with proteinase K. As a control, whole cells were also treated with
proteinase K or left untreated. All manipulations occurred at 4 ° C.

For standard assays, spheroplasts were prepared and treated with proteinase K as described
previously 24 25, For time-course studies, spheroplasts were treated for 2, 5, 10, or 15 min
with proteinase K. The effect of protonophores was examined by proteinase K treatment
after treatment of spheroplasts with 60puM carbonylcyanide-m-chlorophenylhydrazone
(CCCP) or 10mM DNP compared to an equal volume of solvent only, dimethyl sulfoxide
(DMSO) for 5 min. After limited proteolysis, TCA precipitated samples were visualized on
immunoblots of 11% or 15% SDS polyacrylamide gels with TonB-specific monoclonal
antibodies or ExbD-specific polyclonal antibodies, respectively. All manipulations occurred
at4°C.

Formaldehyde crosslinking in spheroplasts

Spheroplasts were prepared as above for standard assays and treated with DMSO solvent or
60uM CCCP. A CCCP-treated sample was also treated with proteinase K for 15 min as
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scribed above. For formaldehyde crosslinking, spheroplasts were pelleted and

resuspended in 100mM sodium phosphate buffer, pH 6.8 containing 0.25M sucrose and
2mM MgSOy. For CCCP-treated spheroplasts, CCCP was maintained in the crosslinking
buffer. Samples were treated with 1% monomeric paraformaldehyde (inverting to mix) for
15 min at room temperature. Pellets were solubilized at 60°C in Laemmli sample buffer 4°,
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Refer to Web version on PubMed Central for supplementary material.
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Abbreviations

CCCP carbonylcyanide-m-chlorophenylhydrazone
CM cytoplasmic membrane
DMSO dimethyl sulfoxide
DNP dinitrophenol
oM outer membrane
pmf protonmotive force
sph spheroplasts
TGT TonB-gated transporter
TMD transmembrane domain
References
1. Nikaido H, Saier MH. Transport proteins in bacteria - common themes in their design. Science.

1992; 258:936-942. [PubMed: 1279804]

. Blanvillain S, Meyer D, Boulanger A, Lautier M, Guynet C, Denance N, Vasse J, Lauber E, Arlat

M. Plant Carbohydrate Scavenging through TonB-Dependent Receptors: A Feature Shared by
Phytopathogenic and Aquatic Bacteria. PLoS ONE. 2007; 2:e224. [PubMed: 17311090]

. Lohmiller S, Hantke K, Patzer Sl, Braun V. TonB-dependent maltose transport by Caulobacter

crescentus. Microbiology. 2008; 154:1748-54. [PubMed: 18524929]

. Schauer K, Gouget B, Carriere M, Labigne A, de Reuse H. Novel nickel transport mechanism across

the bacterial outer membrane energized by the TonB/ExbB/ExbD machinery. Mol Microbiol. 2007;
63:1054-68. [PubMed: 17238922]

. Cescau S, Cwerman H, Letoffe S, Delepelaire P, Wandersman C, Biville F. Heme acquisition by

hemophores. Biometals. 2007; 20:603-13. [PubMed: 17268821]

. Schauer K, Rodionov DA, de Reuse H. New substrates for TonB-dependent transport: do we only

see the “tip of the iceberg’? Trends Biochem Sci. 2008; 33:330-8. [PubMed: 18539464]

. Cascales E, Buchanan SK, Duché D, Kleanthous C, Lloubes R, Postle K, Riley M, Slatin S, Cavard

D. Colicin Biology. Micro Mol Biol Rev. 2007; 71:158-229.

. Rabsch W, Ma L, Wiley G, Najar FZ, Kaserer W, Schuerch DW, Klebba JE, Roe BA, Laverde

Gomez JA, Schallmey M, Newton SM, Klebba PE. FepA- and TonB-dependent bacteriophage H8:
receptor binding and genomic sequence. J Bacteriol. 2007; 189:5658-74. [PubMed: 17526714]

. Braun V. FhuA (TonA), the career of a protein. J Bacteriol. 2009; 191:3431-6. [PubMed:

19329642]

J Mol Biol. Author manuscript; available in PMC 2013 January 13.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Ollis and Postle

10.

11.

12.

13

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

217.

28.

29.

30.

Page 11

Kuehl CJ, Crosa JH. The TonB energy transduction systems in Vibrio species. Future Microbiol.
2010; 5:1403-12. [PubMed: 20860484]

Noinaj N, Guillier M, Barnard TJ, Buchanan SK. TonB-dependent transporters: regulation,
structure, and function. Annu Rev Microbiol. 2010; 64:43-60. [PubMed: 20420522]

Krewulak KD, Vogel HJ. TonB or not TonB: is that the question? Biochem Cell Biol. 2011,
89:87-97. [PubMed: 21455261]

. Hopfer U, Lehninger AL, Thompson TE. Protonic conductance across phospholipid bilayer

membranes induced by uncoupling agents for oxidative phosphorylation. Proc Natl Acad Sci U S
A. 1968; 59:484-90. [PubMed: 5238978]

Hancock REW, Braun V. Nature of the energy requirement for the irreversible adsorption of
bacteriophages T1 and 80 to Escherichia coli. J Bacteriol. 1976; 125:409-415. [PubMed: 128553]

Reynolds PR, Mottur GP, Bradbeer C. Transport of vitamin B12 in Escherichia coli. Some
observations on the roles of the gene products of btuC and tonB. J Biol Chem. 1980; 255:4313—
4319. [PubMed: 6768753]

Hannavy K, Barr GC, Dorman CJ, Adamson J, Mazengera LR, Gallagher MP, Evans JS, Levine
BA, Trayer IP, Higgins CF. TonB protein of Salmonella typhimurium. A model for signal
transduction between membranes. J Molecular Biology. 1990; 216:897-910.

Roof SK, Allard JD, Bertrand KP, Postle K. Analysis of Escherichia coli TonB membrane
topology by use of PhoA fusions. J Bacteriol. 1991; 173:5554-5557. [PubMed: 1885532]

Kampfenkel K, Braun V. Membrane topology of the Escherichia coli ExbD protein. J Bacteriol.
1992; 174:5485-5487. [PubMed: 1644779]

Kampfenkel K, Braun V. Topology of the ExbB protein in the cytoplasmic membrane of
Escherichia coli. J Biol Chem. 1993; 268:6050-6057. [PubMed: 8449962]

Karlsson M, Hannavy K, Higgins CF. ExbB acts as a chaperone-like protein to stabilize TonB in
the cytoplasm. Mol Microbiol. 1993; 8:389-396. [PubMed: 8100348]

Higgs PI, Larsen RA, Postle K. Quantitation of known components of the Escherichia coli TonB-
dependent energy transduction system: TonB, ExbB, ExbD, and FepA. Mol Microbiol. 2002;
44:271-281. [PubMed: 11967085]

Kadner RJ, Heller KJ. Mutual inhibition of cobalamin and siderophore uptake systems suggests
their competition for TonB function. J Bacteriol. 1995; 177:4829-35. [PubMed: 7665457]

Gresock MG, Kastead KA, Postle K. Death of the TonB shuttle hypothesis. Frontiers in Microbial
Physiology. 2011 in press.

Larsen RA, Thomas MT, Wood GE, Postle K. Partial suppression of an Escherichia coli TonB
transmembrane domain mutation (AV17) by a missense mutation in ExbB. Mol Microbiol. 1994;
13:627-640. [PubMed: 7997175]

Larsen RA, Thomas MG, Postle K. Protonmotive force, ExbB and ligand- bound FepA drive
conformational changes in TonB. Mol Microbiol. 1999; 31:1809-1824. [PubMed: 10209752]

Ghosh J, Postle K. Disulphide trapping of an in vivo energy-dependent conformation of
Escherichia coli TonB protein. Mol Microbiol. 2005; 55:276-88. [PubMed: 15612934]

Larsen RA, Deckert GE, Kastead KA, Devanathan S, Keller KL, Postle K. His20 provides the sole
functionally significant side chain in the essential TonB transmembrane domain. J Bacteriology.
2007; 189:2825-2833.

Swayne C, Postle K. Taking the Escherichia coli TonB Transmembrane Domain “Offline”? Non-
protonatable Asn Substitutes Fully for TonB His20. J Bacteriol. 2011; 193:3693-3701. [PubMed:
21665976]

Braun V, Gaisser S, Herrmann C, Kampfenkel K, Killman H, Traub I. Energy-coupled transport
across the outer membrane of Escherichia coli: ExbB binds ExbD and TonB in vitro, and leucine
132 in the periplasmic region and aspartate 25 in the transmembrane region are important for
ExbD activity. J Bacteriol. 1996; 178:2836—2845. [PubMed: 8631671]

Zhou J, Sharp LL, Tang HL, Lloyd SA, Billings S, Braun TF, Blair DF. Function of protonatable
residues in the flagellar motor of Escherichia coli: a critical role for Asp 32 of MotB. J Bacteriol.
1998; 180:2729-35. [PubMed: 9573160]

J Mol Biol. Author manuscript; available in PMC 2013 January 13.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Ollis and Postle

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44,

45.

46.

47.

48.

49.

50.

51.

Page 12

Cascales E, Lloubes R, Sturgis JN. The TolQ-TolR proteins energize TolA and share homologies
with the flagellar motor proteins MotA-MotB. Mol Microbiol. 2001; 42:795-807. [PubMed:
11722743]

Ollis AA, Manning M, Held KG, Postle K. Cytoplasmic membrane protonmotive force energizes
periplasmic interactions between ExbD and TonB. Mol Microbiol. 2009; 73:466-81. [PubMed:
19627500]

Brinkman KK, Larsen RA. Interactions of the energy transducer TonB with noncognate energy-
harvesting complexes. J Bacteriol. 2008; 190:421-7. [PubMed: 17965155]

Fillingame RH, Angevine CM, Dmitriev OY. Mechanics of coupling proton movements to c-ring
rotation in ATP synthase. FEBS Lett. 2003; 555:29-34. [PubMed: 14630314]

Nikaido H, Takatsuka Y. Mechanisms of RND multidrug efflux pumps. Biochim Biophys Acta.
2009; 1794:769-81. [PubMed: 19026770]

Kralj JM, Hochbaum DR, Douglass AD, Cohen AE. Electrical spiking in Escherichia coli probed
with a fluorescent voltage-indicating protein. Science. 2011; 333:345-8. [PubMed: 21764748]
Skare JT, Ahmer BMM, Seachord CL, Darveau RP, Postle K. Energy transduction between
membranes - TonB, a cytoplasmic membrane protein, can be chemically cross-linked in vivo to the
outer membrane receptor FepA. J Biol Chem. 1993; 268:16302-16308. [PubMed: 8344918]
Higgs PI, Letain TE, Merriam KK, Burke NS, Park H, Kang C, Postle K. TonB interacts with
nonreceptor proteins in the outer membrane of Escherichia coli. J Bacteriol. 2002; 184:1640-8.
[PubMed: 11872715]

Held KG, Postle K. ExbB and ExbD do not function independently in TonB-dependent energy
transduction. J Bacteriol. 2002; 184:5170-3. [PubMed: 12193634]

Modali SD, Zgurskaya HI. The periplasmic membrane proximal domain of MacA acts as a switch
in stimulation of ATP hydrolysis by MacB transporter. Mol Microbiol. 2011; 81:937-51.
[PubMed: 21696464]

Fischer E, Ginter K, Braun V. Involvement of ExbB and TonB in transport across the outer
membrane of Escherichia coli: phenotypic complementation of exb mutants by overexpressed
tonB and physical stabilization of TonB by ExbB. J Bacteriol. 1989; 171:5127-5134. [PubMed:
2670904]

Goemaere EL, Devert A, Lloubes R, Cascales E. Movements of the TolR C-terminal domain
depend on TolQR ionizable key residues and regulate activity of the Tol complex. J Biol Chem.
2007; 282:17749-17757. [PubMed: 17442676]

Kojima S, Blair DF. Conformational change in the stator of the bacterial flagellar motor.
Biochemistry. 2001; 40:13041-50. [PubMed: 11669642]

Kim EA, Price-Carter M, Carlquist WC, Blair DF. Membrane segment organization in the stator
complex of the flagellar motor: implications for proton flow and proton-induced conformational
change. Biochemistry. 2008; 47:11332-9. [PubMed: 18834143]

Letain TE, Postle K. TonB protein appears to transduce energy by shuttling between the
cytoplasmic membrane and the outer membrane in Gram-negative bacteria. Mol Microbiol. 1997;
24:271-283. [PubMed: 9159515]

Ogierman M, Braun V. Interactions between the outer membrane ferric citrate transporter FecA
and TonB: studies of the FecA TonB box. J Bacteriol. 2003; 185:1870-85. [PubMed: 12618451]
Braun V, Herrmann C. Evolutionary relationship of uptake systems for biopolymers in Escherichia
coli: cross-complementation between the TonB-ExbB-ExbD and the TolA-TolQ-TolR proteins.
Mol Microbiol. 1993; 8:261-8. [PubMed: 8316079]

Miller, JH. Experiments in molecular genetics. Cold Spring Harbor Laboratory Press; Cold Spring
Harbor, N. Y: 1972.

Laemmli UK. Cleavage of structural proteins during the assembly of the head of bacteriophage T4.
Nature. 1970; 227:680—685. [PubMed: 5432063]

Hill CW, Harnish BW. Inversions between ribosomal RNA genes of Escherichia coli. Proc Natl
Acad Sci USA. 1981; 78:7069-7072. [PubMed: 6273909]

Lee SK, Keasling JD. A propionate-inducible expression system for enteric bacteria. Appl Environ
Microbiol. 2005; 71:6856—62. [PubMed: 16269719]

J Mol Biol. Author manuscript; available in PMC 2013 January 13.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Ollis and Postle

Page 13

sph
WC sph +cccp
Y Y (N
kpa - + - + - + proteinase K
oTonB 35 I P
123456

W3110

sph + CCCP

washed
DMSO CCCP
- + - + + + proteinase K
kDa

36
oTonB 28- oy N

kDa
OEXbD 17" emememmes ==

1 2 345 6
W3110

Fig. 1.

Pmf is the toggle switch for TonB and ExbD conformational changes. Spheroplasts were
generated with a wild-type strain (W3110). A, For a standard assay, whole cells (WC),
spheroplasts (sph) or spheroplasts treated with CCCP (sph + CCCP) were treated without
(lanes 1, 3, and 5) or with (lanes 2, 4, and 6) proteinase K for 15 min, as described in
Materials and Methods. B, For a reversibility assay, spheroplast preparations were treated
with CCCP (sph + CCCP) and divided in half. From one half, samples were treated with
(lane 4) or without (lane 3) proteinase K as described in Materials and Methods. The
remaining half was washed then resuspended in buffer without CCCP (washed). Then half
was re-treated with CCCP (lane 6) and half with solvent only (DMSO, lane 5). Both samples
were then treated with proteinase K as above. Whole cells (WC) were also treated with (lane
2) or without (lane 1) proteinase K. For all, TCA precipitated samples were resolved on 11%
or 15% SDS-polyacrylamide gels and immunoblotted with TonB-specific monoclonal or
ExbD-specific polyclonal antibodies, respectively. Data shown are representative
immunoblots from triplicate assays. Samples shown, immunoblotted with two antibodies,
came from the same assay. “+” or “—” above each lane indicates presence or absence,
respectively, of added proteinase K. Positions of molecular mass markers are indicated on
the left. “ <” indicates the ~23 kDa proteinase K resistant fragment of TonB.
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Fig. 2.

The pmf-dependent TonB-ExbD formaldehyde crosslink forms in spheroplasts. Spheroplasts
were generated with wild-type strain (W3110) and treated with DMSO solvent (sph) or
CCCP (sph + CCCP). One set of CCCP-treated spheroplasts was also treated with proteinase
K. All were then crosslinked with formaldehyde as described in Materials and Methods.
Samples were divided and duplicate sets resolved on the same 13% SDS-polyacrylamide
gel. The duplicate sets were separately immunoblotted with either ExbD- or TonB-specific
antibodies. Positions of ExbD- or TonB-specific complexes and the monomeric protein are
indicated on the sides. Positions of molecular mass standards are indicated in the center. “*”
indicates the ~ 23 kDa proteinase K resistant fragment of TonB. “**” indicates an
unidentified crosslinked complex of the TonB proteinase K resistant fragment.
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Mutations cause variations in pmf-responsive conformations of TonB. A. Spheroplasts were
generated with a AexbD, AtolQR (RA1045) strain expressing plasmid-encoded wild-type
ExbD (RA1045/pKP999, 3mM sodium propionate) or ExbD D25N (RA1045/pKP1064, no
inducer). Spheroplasts treated with DMSO (sph) or CCCP (sph +CCCP) were treated
without (=) or with proteinase K for a time-course of 2, 5, 10, and 15 minutes as described
in Materials and Methods. B, Spheroplasts were generated with a wild-type strain (W3110),
a AexbD, AtolQR (RA1045) strain, a tonB::blaM strain (KP1344) expressing plasmid-
encoded TonB H20A (KP1344/pKP381, 0.001% arabinose), or a AexbD, AtolQR (RA1045)
strain expressing plasmid-encoded ExbD L132Q (RA1045/pKP1333, 0.8mM sodium
propionate). Spheroplasts treated with DMSO (sph) or CCCP (sph +CCCP) were treated
without (=) or with proteinase K for 2 and 15 minutes. For all, TCA precipitated samples
were resolved on 11% SDS-polyacrylamide gels and immunoblotted with TonB-specific
monoclonal antibody. “>” indicates the ~ 23 kDa proteinase K resistant fragment of TonB.
“*” indicates the ~28 kDa TonB fragment. “m” indicates the ~21 kDa TonB H20A fragment.
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ExbD mutants alter its conformational response to changes in pmf. A. Spheroplasts were
generated with a AexbD, AtolQR (RA1045) strain expressing plasmid-encoded wild-type
ExbD (RA1045/pKP999, 3mM sodium propionate) or ExbD D25N (RA1045/pKP1064, no
inducer). Spheroplasts treated with DMSO (sph) or CCCP (sph +CCCP) were treated
without (=) or with proteinase K for a time-course of 2, 5, 10, and 15 minutes as described
in Materials and Methods. B, Spheroplasts were generated with a wild-type strain (W3110),
a “ATonB” tonB::blaM strain (KP1344), a tonB::blaM strain (KP1344) expressing plasmid-
encoded TonB H20A (KP1344/pKP381, 0.001% arabinose), or a AexbD, AtolQR (RA1045)
strain expressing plasmid-encoded ExbD L132Q (RA1045/pKP1333, 0.8mM sodium
propionate). Spheroplasts treated with DMSO (sph) or CCCP (sph +CCCP) were treated
without (=) or with proteinase K for 2 and 15 minutes. For all, TCA precipitated samples
were resolved on 15% SDS-polyacrylamide gels and immunoblotted with ExbD-specific
monoclonal antibody. All immunoblots shown in this figure came from the same samples
immunoblotted with different antibody in Figure 3.
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Fig. 5.

Model for initial stages in TonB energization. Three sequential stages in TonB energization
in the cytoplasmic membrane (CM) are shown from left to right. ExbB, assumed to be
present for all stages, is not shown. Black constructs with filled transmembrane domains
represent TonB; gray constructs with empty transmembrane domains represent ExbD.
Jagged regions represent disordered domains. This model is not drawn to scale and
represents a conceptual framework only. Mutants that stall TonB at each stage are listed
below the stage. Stage | is a theoretical possibility not demonstrated to exist for wild-type
strains but invoked due to the behavior of ExbD periplasmic mutants and TonB in the
absence of ExbD or vice versa. In Stage |, ExbD and TonB periplasmic domains are not in
detectable contact. They cannot proceed to Stage Il if ExbD is absent or when present,
carries the periplasmic L132Q mutation. In this condition, TonB is fully sensitive to
proteinase K. TonB carrying the H20A mutation also appears to be stalled at this Stage. In
Stage I, the periplasmic domains of TonB and ExbD interact in a configuration that does
not require the pmf. This configuration becomes detectable when TonB fails to proceed
further to Stage I11 and remains stalled at Stage 11, the hallmark of which is proteinase K
resistance of the amino terminal 2/3 of TonB and of ExbD. Collapse of the pmf by CCCP or
the D25N mutation in the ExbD amino terminus prevent ExbD and TonB from proceeding
to Stage Il1. In Stage 111, the conformational relationship between the TonB and ExbD
periplasmic domains has changed such that formaldehyde crosslinkable residues in the
periplasmic domains of both proteins move into close proximity (star). This new
conformational relationship is also marked by complete TonB sensitivity to proteinase K.
The transition between Stages Il and 111 is reversible, with presence or absence of pmf acting
as the toggle switch.
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Table 1
Strains and plasmids used in this study.
Strain or Plasmid  Genotype or Phenotype Reference
Strains
W3110 F~ IN(rrmD-rrE)1 49
RA1045 W3110, AexbD, AtolQR 33
KP1344 W3110 tonB, P14::blaM 25
Plasmids
pPro24 sodium propionate (2-methyl citrate)-inducible, pBR322 ori 50
pKP381 TonB H20A 21
pKP999 exbD in pPro24 32
pKP1064 ExbD D25N 32
pKP1333 ExbD L132Q Present study
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