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Structural models of intrinsically 
disordered and calcium-bound 
folded states of a protein adapted 
for secretion
Darragh P. O’Brien1, Belen Hernandez2, Dominique Durand3, Véronique Hourdel1,  
Ana-Cristina Sotomayor-Pérez1, Patrice Vachette3, Mahmoud Ghomi2, Julia Chamot-Rooke1, 
Daniel Ladant1, Sébastien Brier1 & Alexandre Chenal1

Many Gram-negative bacteria use Type I secretion systems, T1SS, to secrete virulence factors that 
contain calcium-binding Repeat-in-ToXin (RTX) motifs. Here, we present structural models of an RTX 
protein, RD, in both its intrinsically disordered calcium-free Apo-state and its folded calcium-bound 
Holo-state. Apo-RD behaves as a disordered polymer chain comprising several statistical elements 
that exhibit local rigidity with residual secondary structure. Holo-RD is a folded multi-domain 
protein with an anisometric shape. RTX motifs thus appear remarkably adapted to the structural 
and mechanistic constraints of the secretion process. In the low calcium environment of the bacterial 
cytosol, Apo-RD is an elongated disordered coil appropriately sized for transport through the narrow 
secretion machinery. The progressive folding of Holo-RD in the extracellular calcium-rich environment 
as it emerges form the T1SS may then favor its unidirectional export through the secretory channel. 
This process is relevant for hundreds of bacterial species producing virulent RTX proteins.

Disorder-to-order transitions play a key role in the biological functions of many proteins that con-
tain intrinsically disordered regions1,2. Structural disorder predictors estimate that bacterial, viral and 
eukaryotic proteins contain large disordered regions, mainly involved in cell signaling, physiological 
and patho-physiological processes, including cancer and neurodegenerative diseases. In many instances, 
intrinsically disordered proteins adopt a defined three-dimensional structure after binding to ligands, and 
thus serve as “molecular switches” to control the biological functions of the corresponding proteins and/
or ligands. We recently characterized a novel class of intrinsically disordered polypeptides that are con-
stituted by so-called Repeat-in-ToXin (RTX) motifs found in many important virulence factors, widely 
distributed among Gram-negative bacterial species3,4. RTX motifs are calcium-binding, nona-peptide 
sequences, that are repeated in a tandem fashion (from 6 to more than 50) and fold in the presence of 
calcium into a parallel β -roll structure5. Although RTX-containing proteins display a variety of biological 
functions, they all require calcium binding to carry out their functions and they are all secreted by a type 
1 secretion system (T1SS)6–8. The fact that most RTX proteins are secreted by the T1SS suggests that the 
RTX motifs are key structural features to favor efficient secretion through the T1SS pathway.

One of the best-characterized members of the RTX family is the adenylate cyclase (CyaA) toxin from 
Bordetella pertussis, the causative agent of whooping cough. CyaA is able to invade eukaryotic cells where 
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it is activated by calmodulin (CaM) to produce supraphysiological cAMP concentrations that are toxic 
for the target host cells. CyaA is a 1706-residue long protein organized in a modular fashion (See Figure 
S1)9,10 with a N-terminal catalytic domain (ACD: adenylate cyclase catalytic domain, residues 1–40011,12, 
a translocation region (TR, residues 400–500)13,14, a hydrophobic region (HR, residues 500–750, an acy-
lated region (AR, residues 850–1000)10,15,16, and a C-terminal RTX domain (RD, residues 1006–1706) 
involved in binding to the specific cell receptor CD11b/CD18. Upon interaction of RD with the cell sur-
face receptor α Mβ 2 integrin, the N-terminal cyclase domain translocates into the host cell cytosol where 
it generates supraphysiological cAMP concentrations, which inhibit host cell anti-bacterial activities.

RD comprises ~40 copies of RTX motifs, organized in five successive blocks (named I to V) of 8–10 
RTX motifs, separated by non-RTX flanking regions of variable length (23 to 49 residues)17. RTX motifs 
constitute the main Ca2+ binding sites of the protein18 and consequently, are directly implicated in the 
calcium-dependent cytotoxic activities of the toxin, i.e., cell receptor-binding, ACD translocation and 
plasma membrane permeabilization16,19. Hence, the elucidation of the structure-to-function relationship 
of calcium binding to RD is essential in understanding the mechanism of calcium-dependent regulation 
of the biological functions of CyaA and more broadly-speaking, of the RTX toxins themselves20. We 
have previously shown that RTX proteins, such as RD21,22 and isolated blocks thereof19,23,24, exhibit the 
hallmarks of intrinsically disordered proteins in the absence of calcium (i.e., Apo-form); they adopt 
disordered conformations mainly due to electrostatic repulsions between negatively charged residues25. 
Calcium binding triggers a strong reduction of the mean net charge, dehydration, compaction, folding 
and stabilization of secondary and tertiary structures of RTX proteins26.

Here, we present structural models for both the Apo- and the Holo-forms of RD by combining 
Small Angle X-ray Scattering (SAXS), Raman spectroscopy and Hydrogen/Deuterium eXchange-Mass 
Spectrometry (HDX-MS) data. We show that the molecular dimensions of RD support the hypothesis 
that the ensemble of intrinsically disordered conformations of the Apo-form in the low calcium envi-
ronment of the bacterial cytosol facilitates RD secretion through the narrow channel of the bacterial 
T1SS. Conversely, upon reaching the extracellular, calcium-rich medium, RD folds into a compact, stable 
and functional structure whose molecular dimensions may prevent any backtracking into the secretion 
channel, thus favoring the overall secretion of the protein.

Results
Structural parameters and model-free analysis of RD from SAXS data. SAXS is an instru-
mental approach for the characterization of intrinsically disordered proteins and ligand-induced con-
formational changes27,28. Scattering patterns of Apo-RD and Holo-RD (RD, residues 1006 to 1706 of 
CyaA, see Supplementary Information for experimental procedures) were recorded using the on-line 
Size Exclusion-High Performance Liquid Chromatography (SE-HPLC) column available at the SWING 
beamline of the SOLEIL Synchrotron. The values of the radius of gyration, the maximum diameter and 
the molecular mass derived from the scattering curves of monomeric Apo-RD and Holo-RD are pre-
sented in Table S1. The scattering curves are shown in Fig. 1A using a dimensionless Kratky representa-
tion29, together with those of IB5, a fully unstructured proline-rich small salivary protein30 and PolX, 
a fully structured, closed-to-spherical protein31, as a matter of comparison. The distance distribution 
curves are shown in Fig. 1B. It is immediately apparent from the Rg reduction, P(r) and Kratky profiles 
that Apo-RD is essentially unstructured and undergoes a major transition to a much more compact 
conformation upon calcium binding. Indeed, the extremely high values of both Rg and Dmax for Apo-RD 
(84 Å and 330 Å, respectively) are not compatible with a compact, folded structure of a protein of 72 kDa. 
The Rg and Dmax values of Holo-RD (44 Å and 155 Å, respectively) are also larger than those expected 
for a globular protein of the same molecular mass (ca 27 Å and 65 Å, respectively). The Kratky plot of 

Figure 1. SAXS patterns of Apo- and Holo-RD. (Panel A): Dimensionless Kratky representations of 
Apo-RD (cyan line) and Holo-RD (red line) SAXS patterns, together with the SAXS curve of IB5 (grey 
line), a small fully unfolded proline-rich salivary protein30 and that of PolX (black line), a fully structured, 
globular protein31. (Panel B): P(r) distance distribution functions of Apo-RD and Holo-RD. Same color code 
as in panel A. (Panel C): log-log representation of Apo-RD and Holo-RD SAXS patterns. The same color 
code is used as in panel A.
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Apo-RD has a similar shape to that of fully unstructured IB5 protein up to qRg ≈  7, before leveling off at 
larger angles. This suggests the existence of residual elements of local structure. Conversely, the Holo-RD 
curve reaches a maximum, followed by a noticeable decrease. This is indicative of a well-folded, compact 
object, for which a clear interface with the solvent can be defined. The position of the maximum at a 
larger qRg value than that of the PolX curve (where a shoulder is visible on the Holo-RD curve) is asso-
ciated with a markedly anisometric shape of the protein. These interpretations are further supported by 
the analysis of the two scattering curves plotted in log-log representation in Fig. 1C. Noticeably, the curve 
of Holo-RD exhibits a region with a q−4 dependence characteristic of the presence of a sharp interface 
between the solvent and a compact, well-folded domain, as stated in Porod’s law32. This indicates that a 
significant part of the molecule is well structured, in contrast with the curve of Apo-RD where no q−4 
slope can be observed. The conclusion of this model-independent analysis of the two scattering curves is 
that Apo-RD behaves as an unstructured polymeric chain with no structured globular regions, but with 
local, transient structural elements, while in the presence of calcium, Holo-RD adopts a compact, folded 
and anisometric conformation.

Apo-RD modeling as a statistical polymer chain. In the absence of complementary information 
on the presence and possible localization of secondary structure elements (obtained, for instance, by 
Nuclear Magnetic Resonance (NMR)), no detailed structural models can be meaningfully elaborated 
from the SAXS data. In contrast, a relevant description is provided by the theory of statistical polymer 
chains. If we consider the protein as a statistical polymer chain with a persistence length, the scattered 
intensity I(q) is given by the expression of Sharp and Bloomfield33:
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The two parameters L and Rc are related by the volume of the protein V =  2π Rc
2L =  vpM/Na, where Na 

is the Avogadro number, M the molar mass of RD (72,624 Da) and vp the partial specific volume with a 
value of 0.713 cm3/g, estimated from the protein amino acid sequence. The model is thus entirely defined 
by two independent parameters, b and L.

The fit to the experimental data of Apo-RD is excellent in the region of validity of the expression of 
equation (2) (qb <  3) as shown in Fig. 2A. The corresponding values of L, b and the derived value of Rc 
are presented in Table S1. Thus the scattering properties of Apo-RD at small-angle are that of a polymer 

Figure 2. Modeling of Apo-RD. (Panel A): Fit of the smaller-angle region (qb< 3) of the experimental 
scattering data of Apo-RD (black dots) using equation 2 (red line); (panel B): Fit of the Apo-RD 
SAXS pattern (black dots) using EOM. The fit (red line) is the average scattering pattern of the seven 
conformations shown in (panel C). In (panel B) the bottom frame presents the corresponding distribution 
of reduced residuals.
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chain comprising around 10 statistical elements of an approximate length of 80 Å and an approximate 
diameter of 13 Å. With a value close to 700 Å, L is significantly lower than the contour length of a fully 
unfolded 701 residue long polypeptide chain (that should be in the order of 2500 Å) while b (about 80 Å) 
has a much larger value than that generally accepted for an unstructured polypeptide chain (in the order 
of 18 Å). Both values point towards the presence of a significant amount of residual structural elements 
in Apo-RD.

Apo-RD modeling using conformational ensembles. The description of the protein given above 
yields statistical average values for several parameters over the population of molecules. We tried to illus-
trate this distribution of conformations using the ensemble optimization method (EOM). We used the 
three different types of reconstructed linkers offered by the EOM program (see Materials and Methods 
for details). As shown in Fig.  2B, a good fit with our experimental intensities (χ  =  1.40) was obtained 
when using the “compact” reconstructed linkers, while, strikingly, the use of “random” and “native” 
linkers gave only very poor fits. Figure  2C presents the corresponding ensemble of seven conforma-
tions, the average calculated scattering curve of which is shown by the red line in panel B. Running the 
genetic algorithm in the GAJOE program multiple times yields different ensembles of conformations 
that should be therefore considered as illustrations of the polypeptide chain main features, rather than 
actual conformations adopted by the protein. Locally folded regions are apparent, in agreement with the 
dimensionless Kratky representation, with the absence of q−4 behavior and the modeling of Apo-RD as 
a statistical polymer chain that exhibits local structural elements.

Holo-RD ab initio modeling from SAXS data. Structural parameter values and the dimensionless 
Kratky plot indicate that in the presence of calcium, RD adopts monomeric and compact conformations. 
Yet, comparison of the Dmax value of 155 Å to the diameter of a spherical protein of the same molecular 
mass (ca 70 Å) indicates that Holo-RD exhibits an elongated shape. We determined potential protein 
envelopes by using the Gasbor program34. Out of 100 runs, 25 yielded a χ − value equal to or lower than 
1. These computed conformations had very similar characteristics, with an average normalized spatial 
discrepancy (NSD) value of 1.3535. One typical conformation, similar to a curved elongated cylinder, is 
shown in Fig. 3A.

Calcium-binding induces an increase of β-sheet content at the expense of structural dis-
order. The profile analysis of amide I (1700–1600 cm–1) and amide III (~1320–1220 cm–1) regions 
acquired by Raman spectroscopy provides an estimation of secondary structure content (see Table S2, 
Figures S2 and S3). Data obtained at 20 °C shows that the secondary structure of Apo-RD comprises 
25% of random coil, 55% of turns and 20% of beta-sheet (Fig. 4 and Table S2). In the presence of 4 mM 
calcium, the beta-sheet content increases from 20 to 37% at the expense of structural disorder, which 
decreases down to 14% in the Holo-state. The global turn content decreases slightly (6%) and structural 
differences in turn shape (turn type) are also evidenced. Similar experiments were performed in the 
absence of calcium at 40 and 50 °C, temperatures at which RD only populates the unfolded Apo-state21,22. 
In these conditions, the beta-sheet structures disappear (Figure S3 and Table S3), and Apo-RD is mainly 

Figure 3. Modeling of Holo-RD. (Panel A): Two orthogonal views of a typical ab initio model of Holo-RD 
obtained by the program Gasbor; (panel B): two orthogonal views of a typical model of Holo-RD obtained 
using the program Bunch and the models proposed by Phyre2 for six individual regions of the protein, as 
explained in Materials and Methods; the green arrow points towards the central region between Blocks 
III and IV; (panel C): the calculated scattering pattern of the Bunch model shown in panel B (red line), 
superimposed onto the Holo-RD experimental SAXS data (black dots); the bottom frame presents the 
corresponding distribution of reduced residuals.
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composed of turns (70%) and random coils (30%). In the Holo-state, the secondary structure content 
does not change from 20 to 50 °C, in agreement with the previously observed temperature stability of 
Holo-RD21,22. Figure S4 shows the regions containing characteristic contributions from aromatic side 
chains F, Y, W (see Supplementary Information for details on Raman spectra processing). The aromatic 
residues are mainly solvent-exposed in the Apo-state (Table S4), while in the Holo-state, they sample 
hydrophobic environments, as suggested by changes in intensity and position of characteristic Raman 
bands.

Residual secondary structure is primarily found in the C-terminal flanking region of 
Apo-RD. HDX-MS experiments were carried out to probe the structural features of RD in both its 
Apo and Holo-states. The rate of amide hydrogen exchange is influenced by both the solvent accessi-
bility and the structure of the protein. Amide hydrogens fully exposed to the solvent and not involved 
in structural elements exchange rapidly, whereas those found within secondary and tertiary structures 
exchange more slowly due to hydrogen bonding36,37. Amide hydrogens can therefore be used as a probe 
to distinguish intrinsically disordered regions from those containing secondary or tertiary structures38,39.

To investigate the structural organization of Apo-RD, the protein was digested with pepsin and 53 
peptides covering 98.1% of the protein sequence were selected for HDX data analysis (Figure S5). The 
kinetics of deuterium exchange was analyzed for all regions of RD, including Blocks I–V, the flanking 
regions separating each RTX Block (annotated F1 to F6 in Fig.  5A) and the secretion signal (S). The 
relative fractional exchange of three independent replicates was calculated for each peptide at each time 
point from 10 s to 8 h and plotted as a function of peptide position (Fig. 5B,C). This type of representa-
tion was employed to easily visualize and compare the relative deuterium incorporation across the entire 
protein sequence, providing both spatial and temporal information.

In the Apo-form of the protein, dynamic events were only observed in several C-terminal regions, 
and more particularly in the C-terminal flanking region F6, where significant increases in the rate of 

Figure 4. Raman spectroscopy of RD. Experimental Stokes Raman spectra of Apo-RD (top) and Holo-RD 
(bottom) show Amide I (left) and Amide III (right) regions used for secondary structure determination, 
as well as characteristic bands from aromatic amino acid side chains. Experimental spectra (red color) 
and decomposition of the amide I (left) and amide III (right) regions of Raman spectra are shown: 
traces representing different structural elements are in black color, those from amino-acid side chains are 
indicated in specific colors (F in green, Y in blue, W in red); circles correspond to the fitted profiles (sum of 
components). See Table S2 for details.
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deuteration over the time course of the experiment were observed. This feature is characteristic of the 
presence of secondary structural elements (Fig. 5B). In contrast, no dynamic events were observed in the 
upstream part of the protein, i.e., from residues 1 to 586, where the maximum level of deuteration was 
immediately reached (within 10 s), as observed in intrinsically disordered regions fully exposed to the 
solvent40. However, differences of solvent accessibility, i.e., a heterogeneous pattern of deuterium uptake, 
were noticed within this largely exposed region. The highest levels of deuteration were primarily located 
in the N-terminal part, or immediately upstream, of each RTX block (e.g., residues 105–119 in F2, 
234–264 in F3, 387–423 in Block IV, and 497–531 in Block V). Conversely, regions with less exchange-
able amide hydrogens are located within the C-terminal part of RTX blocks: residues 52–62 in Block I, 
150–156 and 177–185 in Block II, 274–345 in Block III, 424–459 in Block IV, and 559–586 in Block V. A 
noticeable difference in accessibility was also globally observed between RTX blocks, with Blocks I and 
II more solvent-exposed than Blocks III to V. The flanking regions F1 to F5 had high levels of deuterium 
uptake and are thus expected to be largely solvent-exposed (Fig. 5B).

Figure 5. Exchange behavior of the RD protein in Apo- and Holo-states. (A) Schematic representation 
of the RD protein showing the position of the five blocks containing RTX motifs (BI to BV; colored in 
blue) and of the flanking regions (F1 to F5; colored in gray). The F6 region is highlighted in red, the Block 
A in yellow, and the secretion signal (S) in purple. The positions of the five peptides shown in panel D are 
displayed below this scheme. (B,C) Profiles of RD in both the Apo- and Holo-state. The relative fractional 
exchange data calculated at each time point was plotted as a function of peptide position. Relative fractional 
exchange values were determined as described in the experimental section. The red to blue lines correspond 
to data acquired form 10 sec to 8 h deuteration, respectively (see color legend in panel D). Each dot 
corresponds to an average of three independent HDX-MS experiments. (D) Fractional uptake difference 
plot showing the differences in uptake calculated between Apo- and Holo-RD at each time point, and for 
each peptide. A high uptake difference value indicates a calcium-induced protective effect, while a low value 
is indicative of a weak effect of calcium binding. (E) Deuterium uptake curves for selected peptides in the 
Apo- ( filled squares) and the Holo- (open circles) states. Each example illustrates a unique HDX behavior, 
as monitored during the time course of our experiment.
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HDX-MS highlights dramatic changes in the structure and dynamics of Holo-RD. Calcium- 
induced conformational rearrangements of RD were initially characterized by monitoring the exchange 
rate of RD in both the presence and absence of calcium at the intact protein level (Figure S6). Calcium 
binding induced a massive reduction in the overall deuteration of the protein, indicating a dramatic 
change in the global structure and dynamics of the protein in the two states. The drastic structural 
changes between the Apo and the Holo forms were confirmed upon analysis at the peptide level. The 
overall deuteration pattern of Holo-RD was greatly decreased as compared to that of Apo-RD all along 
the polypeptide chain (Fig.  5C). Dynamic processes, revealing the presence of structure, were pri-
marily located in those areas within Block I and those flanking RTX Blocks II-V. More specifically, 
dynamic events occurred between residues 26–119, 166–176, 186–244, 369–387, 460–480, and 497–506. 
Furthermore, the C-terminal F6 region displayed dynamic events from residues 605–632 and 640–669, 
but was much less dynamic compared to that observed in the Apo-state. Strikingly, a short segment, 
encompassing residues 631–645 in the middle of the F6 region, demonstrated essentially no observable 
dynamic processes (as judged by peptide 633–639) indicating a nearly complete protection from the 
solvent. This segment corresponds to the so-called “Block A” region (residues 631–645) that is conserved 
among various RTX proteins, and was shown to be essential for folding of the CyaA Block V polypep-
tides17,19,23. This site may indeed serve as the nucleating core for the Block V and subsequently, the entire 
RD protein (see Supplementary Discussion).

Figure 5D plots the difference in relative fractional uptake between Apo- and Holo-states, which pro-
vides a more quantitative assessment of the differences between the two states. A high uptake difference 
value indicates a calcium-induced protective effect on the exchangeable amide hydrogens, while a low 
value is indicative of a weak effect of calcium binding. With the exception of Block I and Block II, the 
greatest effects induced by calcium were mainly detected at the N-terminus of Block III to Block V, at the 
N-terminus of flanking regions F3 and F5, and in Block A of the F6 region. A massive reduction in sol-
vent accessibility was observed in the calcium-binding RTX sequences. The highest (> 76–100%) levels of 
protection were centered on the RTX domains, from residues 245–264 (Block III), 387–414 (Block IV), 
and 507–558 (Block V). Intermediate (> 25%) levels were located at residues 137–149, 157–185, 265–345, 
412–459, 559–586, also situated within RTX Blocks, and 605–615 of the F6 region. The strong reduc-
tion in the number of labile amide hydrogens available for exchange is in excellent agreement with the 
calcium-induced dehydration, compaction and folding of RTX motifs previously documented26. These 
calcium-induced changes are summarized in Figure S7. Interestingly, a slight protection from the sol-
vent was observed in Block I and dynamic events were only observed in this region, suggesting that this 
Block is folded and solvent-exposed. Finally, three regions of RD, residues 1–25, 349–365 and 669–693, 
demonstrated neither dynamic events nor conformational change upon calcium binding.

Deuterium uptake curves for selected peptides in the Apo- and Holo-states are plotted in Fig.  5E 
to illustrate the diversity of conformational states. Each selected peptide corresponds to a unique HDX 
behavior, as monitored during the time course of our experiment. The region of peptide 1 (residues 
166–176 in Block II) is intrinsically disordered in the Apo-state, and acquires structure in the Holo-state. 
Peptide 2 (residues 349–365 in F4) is intrinsically disordered, devoid of structure in both Apo- and 
Holo-states, with no observable effect of calcium addition. Peptide 3 (residues 507–531 at N-terminus 
of Block V) exhibits the same behavior as peptides 1 and 2 in the Apo-state, but a strong masking effect 
is observed in the Holo-RD form. Peptides 4 (residues 633–639 of Block A) and 5 (residues 657–668 of 
the F6 region) both display the presence of secondary structure elements in the Apo-state. Binding of 
calcium induces a complete masking effect for peptide 4, suggesting that this region is fully buried in the 
folded structure of RD, as discussed above (see also Supplementary discussion for more details), whereas 
a change of dynamics was observed for peptide 5, indicating that this latter is more solvent-exposed than 
the former. All these HDX behaviors are also reported in Figure S7, which schematically highlights the 
diversity of calcium-induced changes.

Molecular model of Holo-RD. We attempted to combine our SAXS, Raman and HDX-MS data to 
propose a putative molecular model of Holo-RD in solution. In the presence of calcium, the tandem 
repeated RTX motifs fold into a characteristic parallel β -roll structure, as revealed by structural charac-
terization of various RTX-containing proteins3,41. These parallel β -helices are highly regular super sec-
ondary structures stabilized by calcium ions5,42–44. The first six residues from each RTX motif (GGXGXD) 
form a turn involved in calcium binding while the last three residues (XUX) form a short β -strand 
within, with the conserved hydrophobic residues (U) collectively stabilizing the hydrophobic core of the 
β -helix (Fig. 3).

We used the Webserver Phyre245 to model Holo-RD taking into consideration the calcium-induced 
solvent exposure reduction revealed by the HDX-MS experiments presented above. We obtained models 
for six protein regions (one per each RTX block, plus an extra one for the N-terminal flanking region of 
Block V). Using the Bunch program46, we refined as rigid bodies the position of those domains linked 
by chains of dummy residues so as to fit the experimental SAXS pattern of Holo-RD (see Supplementary 
Information for details). One hundred runs yielded as many models with similar global characteristics, 
but all differing in detail. A typical conformation is shown in Fig.  3B, together with the fit of the cal-
culated scattering curve to the experimental data in panel C (χ  =  1.08). In Fig. 6, we superimposed on 
this model the calcium-induced deuterium uptake reduction measured in the HDX-MS experiments.
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From this representation, one can conclude that Holo-RD is likely to adopt an anisometric conforma-
tion in which distinct folded domains, corresponding to individual RTX blocks, are linked by structured 
regions, although part of them may exhibit some degree of restricted flexibility. Even the central region 
between Block III and IV that appears to be somewhat less compact and more accessible (green arrow 
in Fig. 3B), is far from being unfolded, in agreement with our HDX-MS results. Finally, we calculated 
the value of the sedimentation coefficient of our model using US-SOMO47 and obtained a value of 4.68 S, 
very close to the experimentally measured value of 4.5 ±  0.5 S21, providing an independent support to 
the validity of our model. While the protein is likely to explore a manifold of similar conformations 
through the restricted flexibility of essentially folded and compact linkers, no extra information could be 
obtained by describing Holo-RD using an ensemble of conformations as explained in the Materials and 
Methods section. Indeed, the unique model obtained by Bunch conveys the main features of Holo-RD 
conformations that are relevant for its biological function.

Discussion
Here, we propose structural models (Fig.  6 and Supplementary Movie), based on combined SAXS, 
Raman spectroscopy and HDX-MS data, for both the unstructured, calcium-free Apo-state and the 
folded calcium-bound Holo-state of the RTX domain (RD) of the B. pertussis CyaA toxin. This data, in 
line with prior biophysical and thermodynamic studies, strongly supports the view that the disordered 
state of the RTX motifs within the bacteria may facilitate protein secretion through the T1SS while in the 
extracellular environment, calcium triggers folding of the toxin into its cytotoxic active form.

Our SAXS data indicate that in the absence of calcium, RD is well described using statistical polymer 
physics: Apo-RD adopts elongated and disordered conformations that can be modeled as a polymer 
chain made of ca 10 statistical elements, with an average length b of 80 Å and a diameter d of 13 Å. Yet, 
Apo-RD contains local, residual structural elements. This is evidenced by the averaged dimensions of the 
statistical elements of Apo-RD, that are significantly more collapsed than expected for a fully unfolded 
polypeptide (see Table S1). This data is in agreement with the ensemble of conformations generated by 
processing the SAXS data with the EOM program (see Fig. 2C). One of these conformations is used to 
illustrate and summarize the SAXS, Raman spectroscopy and HDX-MS findings (Fig. 6). Raman spec-
troscopy further confirms that Apo-RD is characterized by a high content of structural disorder and 
solvent-exposed aromatic residues, in agreement with previous data21, although it contains significant 
residual β -sheet structures at low temperature (20 °C). These β -sheet elements are largely unstable and 
essentially disappear above the melting temperature of Apo-RD (37 °C, see22). Our present SAXS exper-
iments were performed at 15 °C and thus provide a typical picture of an intrinsically disordered protein 

Figure 6. A structural model for the secretion of RTX proteins. Within bacteria, Apo-RD is an elongated 
and flexible disordered coil with a thin diameter appropriately sized for transport through the narrow 
channel of the bacterial secretion machinery. The secretion signal, the structure-containing F6 region and 
the unfolded Block V are the first regions to exit the T1SS into the calcium-rich environment of the bacterial 
extracellular milieu. Calcium binding to the RTX motifs induces folding of RD into a compact and stable 
structure larger than the T1SS conduit, thus ensuring an irreversible exit of the polypeptide. This disorder-
to-order transition is essential for the secretion of RTX-containing toxins.
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containing residual structural elements. It is reasonable to propose that at the physiological temperature 
of 37 °C, Apo-RD may be more unfolded and flexible, as the residual secondary structures would all but 
vanish.

HDX-MS experiments allowed us to probe the local flexibility and structural dynamics of Apo-RD 
along the entire protein sequence (Fig.  5B). Deuterium uptake provides direct evidence that Apo-RD 
dynamics is characterized by two distinct regimes. The vast majority of the protein, from residues  
1 to 600, exhibits a rapid and heterogeneous exchangeable amide pattern (Fig.  5B, 5E1 to 5E3). Such 
fast amide exchange, performed in a matter of seconds, is characteristic of fully solvent-exposed amide 
groups as typically found in intrinsically disordered polypeptides39,40. Only the last C-terminal 100 res-
idues of Apo-RD present partly stable and solvent-protected secondary structures, as indicated by the 
dynamic nature of the HDX process (Fig.  5B, residues 600–700; Fig.  5E4 and 5E5). This C-terminal 
flanking region is emphasized by a green color on the Apo-RD conformation shown in Fig. 6.

Calcium binding induces dramatic structural changes of RD as revealed by the molecular shapes 
derived from the SAXS pattern: Holo-RD is an anisometric multi-domain protein with an elongated and 
curved shape comprising well-structured RTX Blocks with approximate dimensions of 40 Å in diam-
eter. HDX-MS experiments revealed a massive masking effect, in particular in the RTX motifs, indi-
cating that, in the presence of calcium, the RTX labile amide hydrogens are no longer exchangeable. 
This suggests that these amides are involved in the formation of stable and probably buried secondary 
structures. In agreement, Raman spectroscopy shows an increase in the amount of β -sheet content in 
the calcium-bound form of the protein at the expense of structural disorder and the transfer of aromatic 
residues into hydrophobic environments. These structural properties are clearly observed in the Phyre2/
BUNCH model of Holo-RD (Fig. 3), which has been built from stable RTX Blocks, linked by folded and 
flexible flanking regions as indicated by the dynamic HDX regime of these inter-Block sequences in the 
presence of calcium (Fig. 5C). The Phyre2/BUNCH model is in excellent agreement with the GASBOR 
envelope.

The results presented herein provide structural insights into the adaptation of RTX motifs to the toxin 
secretion process. We have previously shown that RTX motifs are largely unstructured in the absence 
of calcium21,22,24 mainly because of the electrostatic repulsion between the negatively-charged residues 
of the RTX motifs and their overall low sequence hydrophobicity25. We proposed that these intrinsi-
cally disordered conformations may prevail in the low calcium environment of the bacterial cytosol 
([Ca2+] ∼  0.1–1 μ M) and could thus favor the secretion of the polypeptide chain by the T1SS. This tri-
partite machinery, made of an inner-membrane ATP-binding cassette (ABC) transporter, a membrane 
fusion protein (MFP), and an outer membrane protein (OMP), forms a continuous channel across both 
the inner and outer membranes of the bacterial cell, and allows passage of the secreted RTX polypeptides 
directly from the cytosol to the extracellular medium. The RTX proteins have a C-terminal secretion 
signal (Figure S1) that is specifically recognized by the ABC transporter. It is generally assumed that 
the secretion proceeds vectorially from the C- to the N-terminus, with the C-terminal secretion signal 
reaching the extracellular side first.

Our present structural studies indicate that Apo-RD is an elongated and flexible disordered coil with 
a thin diameter (13 Å) most appropriately sized for transport through the narrow (20 to 30 Å48) channel 
of the bacterial secretion machinery. Conversely, in the calcium-rich external environment, Holo-RD 
adopts well-structured and stable conformations, as illustrated in Fig. 6. This data highlights the remarka-
ble adaptation of RTX motifs to the structural constraints of the secretion process through the T1SS, and 
support our proposal that disorder-to-order transition experienced by RTX motifs upon calcium binding 
may favorably contribute to the secretion process. Indeed, assuming a directional C to N process for the 
secretion of RD, the C-terminal F6 and RTX Block V regions should be the first part of the polypeptide 
to exit the secretion channel into the calcium-rich extracellular environment. We previously showed that 
Block V, together with the F6 region, can autonomously fold in the presence of calcium into a compact 
and stable structure23,25. Once the Block V-F6 region is secreted and folded, it might then act as a nucle-
ation site for the folding of the upstream RTX Blocks, as they progressively emerge from the secretion 
channel. Interestingly, HDX-MS experiments revealed a clear gradient of stability from the C-terminal 
to the N-terminal of the RD polypeptide chain.

Such a progressive folding process could improve the efficiency of the secretion mechanism of the 
RTX-proteins, as upon secretion and folding, the dimensions of each folded RTX Block (about 40-50 Å23,25) 
become larger than the diameter of the T1SS channel (about 20 Å or 30 Å backbone to backbone, as seen 
in the crystal structure of OMP protein48). This large change of RTX Block dimensions may prevent any 
backward movements of the polypeptide chain through the secretion channel, and thus biases its trans-
port toward the extracellular side of the bacterium. The dimensions of the folded multi-domain Holo-RD 
(represented to scale with the T1SS in Fig. 6) therefore ensure the completion and irreversibility of the 
secretion of the polypeptide chain engaged in the T1SS channel. Once fully exported and folded, the RD 
domain may then serve as a folding nucleus for the upstream regions of the CyaA polypeptide, as they 
progressively exit the T1SS channel.

This co-secretional folding of CyaA at the mouth of the T1SS machinery may contribute to the con-
finement of individual toxin molecules at the bacterial surface, preventing their potential aggregation and 
thus favoring their folding as a monomeric active species10. The calcium-dependent disorder-to order 
transition of the RTX motifs thus appears as a simple, robust and very effective design to combine the 
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structural constraints of protein secretion across a narrow secretory channel on the one hand, with the 
need for efficient folding of a large polypeptide chain in the absence of any chaperone in the extra-cellular 
environment on the other. This may explain the wide distribution and conservation of this type of struc-
tural motif in the large family of Repeat in ToXin (RTX) proteins that are found in more than 250 species 
of Gram-negative bacteria and cover a variety of biological functions3,4.

Methods
Methods are described in Supplementary Information

References
1. Uversky, V. N. Functional roles of transiently and intrinsically disordered regions within proteins. FEBS J 282, 1182–1189, doi: 

10.1111/febs.13202 (2015).
2. Wright, P. E. & Dyson, H. J. Intrinsically disordered proteins in cellular signalling and regulation. Nat Rev Mol Cell Biol 16, 

18–29, doi: 10.1038/nrm3920 (2015).
3. Welch, R. A. RTX toxin structure and function: a story of numerous anomalies and few analogies in toxin biology. Current topics 

in microbiology and immunology 257, 85–111 (2001).
4. Linhartova, I. et al. RTX proteins: a highly diverse family secreted by a common mechanism. FEMS Microbiol Rev 34, 1076–1112, 

doi: FMR231 [pii] 10.1111/j.1574-6976.2010.00231.x (2010).
5. Baumann, U., Wu, S., Flaherty, K. M. & McKay, D. B. Three-dimensional structure of the alkaline protease of Pseudomonas 

aeruginosa: a two-domain protein with a calcium binding parallel beta roll motif. EMBO J 12, 3357–3364 (1993).
6. Coote, J. G. Structural and functional relationships among the RTX toxin determinants of gram-negative bacteria. FEMS 

Microbiol Rev 8, 137–161 (1992).
7. Delepelaire, P. Type I secretion in gram-negative bacteria. Biochim Biophys Acta 1694, 149–161 (2004).
8. Holland, I. B., Schmitt, L. & Young, J. Type 1 protein secretion in bacteria, the ABC-transporter dependent pathway (review). 

Mol Membr Biol 22, 29–39 (2005).
9. Ladant, D. & Ullmann, A. Bordatella pertussis adenylate cyclase: a toxin with multiple talents. Trends in microbiology 7, 172–176 

(1999).
10. Karst, J. C. et al. Calcium, Acylation, and Molecular Confinement Favor Folding of Bordetella pertussis Adenylate Cyclase CyaA 

Toxin into a Monomeric and Cytotoxic Form. J Biol Chem 289, 30702–30716, doi: 10.1074/jbc.M114.580852 (2014).
11. Ladant, D. Interaction of Bordetella pertussis adenylate cyclase with calmodulin. Identification of two separated calmodulin-

binding domains. J Biol Chem 263, 2612–2618 (1988).
12. Karst, J. C. et al. Calmodulin-induced conformational and hydrodynamic changes in the catalytic domain of Bordetella pertussis 

adenylate cyclase toxin. Biochemistry 49, 318–328, doi: 10.1021/bi9016389 (2010).
13. Karst, J. C. et al. Identification of a region that assists membrane insertion and translocation of the catalytic domain of Bordetella 

pertussis CyaA toxin. J Biol Chem 287, 9200–9212, doi: 10.1074/jbc.M111.316166 (2012).
14. Subrini, O. et al. Characterization of a membrane-active peptide from the Bordetella pertussis CyaA toxin. J Biol Chem 288, 

32585–32598, doi: 10.1074/jbc.M113.508838 (2013).
15. Hackett, M., Guo, L., Shabanowitz, J., Hunt, D. F. & Hewlett, E. L. Internal lysine palmitoylation in adenylate cyclase toxin from 

Bordetella pertussis. Science 266, 433–435 (1994).
16. El-Azami-El-Idrissi, M. et al. Interaction of Bordetella pertussis adenylate cyclase with CD11b/CD18: Role of toxin acylation and 

identification of the main integrin interaction domain. J Biol Chem 278, 38514–38521 (2003).
17. Bejerano, M., Nisan, I., Ludwig, A., Goebel, W. & Hanski, E. Characterization of the C-terminal domain essential for toxic 

activity of adenylate cyclase toxin. Molecular microbiology 31, 381–392 (1999).
18. Rose, T., Sebo, P., Bellalou, J. & Ladant, D. Interaction of calcium with Bordetella pertussis adenylate cyclase toxin. Characterization 

of multiple calcium-binding sites and calcium-induced conformational changes. J Biol Chem 270, 26370–26376 (1995).
19. Bauche, C. et al. Structural and functional characterization of an essential RTX subdomain of Bordetella pertussis adenylate 

cyclase toxin. J Biol Chem 281, 16914–16926 (2006).
20. Chenal, A., Sotomayor Perez, A. C. & Ladant, D. in The Comprehensive Sourcebook of Bacterial Protein Toxins, 4th Edition 

(Elsevier, 2015).
21. Chenal, A., Guijarro, J. I., Raynal, B., Delepierre, M. & Ladant, D. RTX calcium binding motifs are intrinsically disordered in the 

absence of calcium: implication for protein secretion. J Biol Chem 284, 1781–1789 (2009).
22. Chenal, A. et al. Calcium-induced folding and stabilization of the intrinsically disordered RTX domain of the CyaA toxin. 

Biophys J 99, 3744–3753, doi: 10.1016/j.bpj.2010.10.016 (2010).
23. Sotomayor Perez, A. C. et al. Characterization of the regions involved in the calcium-induced folding of the intrinsically 

disordered RTX motifs from the bordetella pertussis adenylate cyclase toxin. Journal of molecular biology 397, 534–549, doi: 
S0022-2836(10)00077-X [pii] 10.1016/j.jmb.2010.01.031 (2010).

24. Sotomayor-Perez, A. C., Subrini, O., Hessel, A., Ladant, D. & Chenal, A. Molecular Crowding Stabilizes Both the Intrinsically 
Disordered Calcium-Free State and the Folded Calcium-Bound State of a Repeat in Toxin (RTX) Protein. Journal of the American 
Chemical Society 135, 11929–11934, doi: 10.1021/ja404790f (2013).

25. Sotomayor-Perez, A. C., Ladant, D. & Chenal, A. Calcium-induced folding of intrinsically disordered repeat-in-toxin (RTX) 
motifs via changes of protein charges and oligomerization states. J Biol Chem 286, 16997–17004, doi: M110.210393 [pii] 10.1074/
jbc.M110.210393 (2011).

26. Sotomayor-Perez, A. C., Ladant, D. & Chenal, A. Disorder-to-order transition in the CyaA toxin RTX domain: implications for 
toxin secretion. Toxins (Basel) 7, 1–20, doi: 10.3390/toxins7010001 (2015).

27. Receveur-Bréchot, V. & Durand, D. How random are intrinsically disordered proteins? A small angle scattering perspective. 
Current Protein and Peptide Science 13, 55–75 (2012).

28. Bernado, P. & Svergun, D. I. Analysis of intrinsically disordered proteins by small-angle X-ray scattering. Methods in molecular 
biology 896, 107–122, doi: 10.1007/978-1-4614-3704-8_7 (2012).

29. Durand, D. et al. NADPH oxidase activator p67(phox) behaves in solution as a multidomain protein with semi-flexible linkers. 
J Struct Biol 169, 45–53 (2010).

30. Boze, H. et al. Proline-rich salivary proteins have extended conformations. Biophys J 99, 656–665, doi: 10.1016/j.bpj.2010.04.050 
(2010).

31. Leulliot, N. et al. The family X DNA polymerase from Deinococcus radiodurans adopts a non-standard extended conformation. 
J Biol Chem 284, 11992–11999, doi: 10.1074/jbc.M809342200 (2009).

32. Porod, G. Die Röntgenkleinwinkelstreuung von dichtgepackten kolloiden Systemen. Kolloid. Z. 124, 83–114. (1951).



www.nature.com/scientificreports/

1 1Scientific RepoRts | 5:14223 | DOi: 10.1038/srep14223

33. Sharp, P. & Bloomfield, V. A. Light scattering from wormlike chains with excluded volume effects. Biopolymers 6, 1201–1211, 
doi: 10.1002/bip.1968.360060814 (1968).

34. Svergun, D. I., Petoukhov, M. V. & Koch, M. H. Determination of domain structure of proteins from X-ray solution scattering. 
Biophys J 80, 2946–2953, doi: 10.1016/S0006-3495(01)76260-1 (2001).

35. Kozin, M. B. & Svergun, D. I. Automated matching of high- and low-resolution structural models. J. Appl. Cryst. 34, 33–41. 
(2001).

36. Wales, T. E. & Engen, J. R. Hydrogen exchange mass spectrometry for the analysis of protein dynamics. Mass spectrometry reviews 
25, 158–170, doi: 10.1002/mas.20064 (2006).

37. Konermann, L., Pan, J. & Liu, Y. H. Hydrogen exchange mass spectrometry for studying protein structure and dynamics. Chem 
Soc Rev 40, 1224–1234, doi: 10.1039/c0cs00113a (2011).

38. Trelle, M. B., Madsen, J. B., Andreasen, P. A. & Jorgensen, T. J. Local transient unfolding of native state PAI-1 associated with 
serpin metastability. Angew Chem Int Ed Engl 53, 9751–9754, doi: 10.1002/anie.201402796 (2014).

39. Keppel, T. R. & Weis, D. D. Mapping residual structure in intrinsically disordered proteins at residue resolution using millisecond 
hydrogen/deuterium exchange and residue averaging. Journal of the American Society for Mass Spectrometry 26, 547–554, doi: 
10.1007/s13361-014-1033-6 (2015).

40. Balasubramaniam, D. & Komives, E. A. Hydrogen-exchange mass spectrometry for the study of intrinsic disorder in proteins. 
Biochim Biophys Acta 1834, 1202–1209, doi: 10.1016/j.bbapap.2012.10.009 (2013).

41. Satchell, K. J. Structure and function of MARTX toxins and other large repetitive RTX proteins. Annual review of microbiology 
65, 71–90, doi: 10.1146/annurev-micro-090110-102943 (2011).

42. Baumann, U. Crystal structure of the 50 kDa metallo protease from Serratia marcescens. Journal of molecular biology 242, 
244–251, doi: 10.1006/jmbi.1994.1576 (1994).

43. Lilie, H., Haehnel, W., Rudolph, R. & Baumann, U. Folding of a synthetic parallel beta-roll protein. FEBS letters 470, 173–177 
(2000).

44. Aachmann, F. L. et al. NMR structure of the R-module: a parallel beta-roll subunit from an Azotobacter vinelandii mannuronan 
C-5 epimerase. J Biol Chem 281, 7350–7356, doi: 10.1074/jbc.M510069200 (2006).

45. Kelley, L. A. & Sternberg, M. J. Protein structure prediction on the Web: a case study using the Phyre server. Nature protocols 4, 
363–371, doi: 10.1038/nprot.2009.2 (2009).

46. Petoukhov, M. V. & Svergun, D. I. Global rigid body modeling of macromolecular complexes against small-angle scattering data. 
Biophys J 89, 1237–1250, doi: 10.1529/biophysj.105.064154 (2005).

47. Brookes, E., Demeler, B., Rosano, C. & Rocco, M. The implementation of SOMO (SOlution MOdeller) in the UltraScan analytical 
ultracentrifugation data analysis suite: enhanced capabilities allow the reliable hydrodynamic modeling of virtually any kind of 
biomacromolecule. Eur Biophys J 39, 423–435, doi: 10.1007/s00249-009-0418-0 (2010).

48. Koronakis, V., Eswaran, J. & Hughes, C. Structure and function of tolC: The bacterial exit duct for proteins and drugs. Annu Rev 
Biochem 73, 467–489, doi: 10.1146/annurev.biochem.73.011303.074104 (2004).

Acknowledgments
We are very grateful to M. Petoukhov (EMBL, Hamburg) for making available to them a version of 
GASBORMX well ahead of its public distribution. The results of this analysis were decisive in the 
interpretation of the Holo-RD SAXS data. We thank the staff of the SWING beamline for help during 
the SAXS measurements. We thank Arnaud Blondel and Damien Monet for the preparation of the 
Supplementary movie. The project was supported by the Institut Pasteur (Projet Transversal de Recherche, 
PTR#451), the Centre National de la Recherche Scientifique (CNRS UMR 3528, Biologie Structurale et 
Agents Infectieux), CACSICE and SOLEIL.

Author Contributions
B.H., D.D., J.C.R. and A.C. designed the project. D.O.B., B.H., D.D., P.V., S.B. and A.C. designed the 
experiments. D.O.B., B.H., D.D., A.C.S.P., P.V., S.B. and A.C. performed the experiments. D.O.B., B.H., 
D.D., V.H., P.V., M.G., D.L., S.B. and A.C. analyzed the data. D.O.B., B.H., D.D., P.V., D.L., S.B. and A.C. 
wrote the manuscript. All authors discussed the results and commented on the manuscript.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: O’Brien, D. P. et al. Structural models of intrinsically disordered and  
calcium-bound folded states of a protein adapted for secretion. Sci. Rep. 5, 14223; doi: 10.1038/
srep14223 (2015).

This work is licensed under a Creative Commons Attribution 4.0 International License. The 
images or other third party material in this article are included in the article’s Creative Com-

mons license, unless indicated otherwise in the credit line; if the material is not included under the 
Creative Commons license, users will need to obtain permission from the license holder to reproduce 
the material. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	Structural models of intrinsically disordered and calcium-bound folded states of a protein adapted for secretion
	Introduction
	Results
	Structural parameters and model-free analysis of RD from SAXS data
	Apo-RD modeling as a statistical polymer chain
	Apo-RD modeling using conformational ensembles
	Holo-RD ab initio modeling from SAXS data
	Calcium-binding induces an increase of β-sheet content at the expense of structural disorder
	Residual secondary structure is primarily found in the C-terminal flanking region of Apo-RD
	HDX-MS highlights dramatic changes in the structure and dynamics of Holo-RD
	Molecular model of Holo-RD

	Discussion
	Methods
	Additional Information
	Acknowledgements
	References



 
    
       
          application/pdf
          
             
                Structural models of intrinsically disordered and calcium-bound folded states of a protein adapted for secretion
            
         
          
             
                srep ,  (2015). doi:10.1038/srep14223
            
         
          
             
                Darragh P. O’Brien
                Belen Hernandez
                Dominique Durand
                Véronique Hourdel
                Ana-Cristina Sotomayor-Pérez
                Patrice Vachette
                Mahmoud Ghomi
                Julia Chamot-Rooke
                Daniel Ladant
                Sébastien Brier
                Alexandre Chenal
            
         
          doi:10.1038/srep14223
          
             
                Nature Publishing Group
            
         
          
             
                © 2015 Nature Publishing Group
            
         
      
       
          
      
       
          © 2015 Macmillan Publishers Limited
          10.1038/srep14223
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep14223
            
         
      
       
          
          
          
             
                doi:10.1038/srep14223
            
         
          
             
                srep ,  (2015). doi:10.1038/srep14223
            
         
          
          
      
       
       
          True
      
   




