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Abstract
The 33 members of the transforming growth factor beta (TGF-b) family are fundamentally important for
organismal development and homeostasis. Family members are synthesized and secreted as procomplexes of non-covalently associated prodomains and growth factors (GF). Pro-complexes from a subset of family members are latent and require activation steps to release the GF for signaling. Why some
members are latent while others are non-latent is incompletely understood, particularly because of large
family diversity. Here, we have examined representative family members in negative stain electron microscopy (nsEM) and hydrogen deuterium exchange (HDX) to identify features that differentiate latent from
non-latent members. nsEM showed three overall pro-complex conformations that differed in prodomain
arm domain orientation relative to the bound growth factor. Two cross-armed members, TGF-b1 and
TGF-b2, were each latent. However, among V-armed members, GDF8 was latent whereas ActA was
not. All open-armed members, BMP7, BMP9, and BMP10, were non-latent. Family members exhibited
remarkably varying HDX patterns, consistent with large prodomain sequence divergence. A strong correlation emerged between latency and protection of the prodomain a1-helix from exchange. Furthermore,
latency and protection from exchange correlated structurally with increased a1-helix buried surface area,
hydrogen bonds, and cation-pi bonds. Moreover, a specific pattern of conserved basic and hydrophobic
residues in the a1-helix and aromatic residues in the interacting fastener were found only in latent members. Thus, this first comparative survey of TGF-b family members reveals not only diversity in conformation and dynamics but also unique features that distinguish latent members.
Ó 2022 Elsevier Ltd. All rights reserved.

Introduction
The TGF-b family comprises 33 genes that
encode TGF-bs, bone morphogenetic proteins
(BMPs), growth and differentiation factors (GDFs),
and activins/inhibins. Family members regulate
homeostasis, establish the anterior-posterior,
0022-2836/Ó 2022 Elsevier Ltd. All rights reserved.

ventral-dorsal, and left–right axes during
embryonic development, and direct fine details of
skeleton and organ development.1,2 In general,
members are synthesized as a proprotein composed of a large, divergent N-terminal prodomain
and a smaller, more conserved C-terminal growth
factor (GF) domain, separated by a proprotein conJournal of Molecular Biology (2022) 434, 167439
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vertase (PC)/furin cleavage site. Prodomains are
required for growth factor domain folding and dimerization,3–5 storage in the extracellular matrix (ECM)
or on cell surfaces,6–16 and regulate growth factor
activity and signaling range.16–23
Subsequent to disulfide bond formation and
dimerization in the ER, family members are
cleaved by PC/furin, usually in the Golgi, and
secreted as pro-complexes of noncovalently
associated prodomains and growth factor dimers.
Pro-complexes of most members are active, i.e.,
non-latent, in that receptors can competitively
displace the prodomains and bind the growth
factor to initiate downstream signaling. In contrast,
pro-complexes of other family members are
latent,24–33 including TGF-bs 1–3, GDF8 and its
close relative GDF11, and GDF9 in some species
and not others.31 In these family members, prodomain association precludes receptor binding to the
growth factor. Activation of latent TGF-bs 1 and 3
is mediated by integrins aVb6 and aVb8, which bind
to an RGDLXX(L/I) motif in the prodomain arm
domain34–36, whereas activation of GDF8 and
GDF11 is mediated by cleavage of the prodomain
in
the
a2-helix
by
Tolloid
(TLD)
metalloproteases.32,37
The overall factors that regulate latency in the
TGF-b family are incompletely understood.
Structural studies of pro-complexes, including
crystallography, nsEM, and hydrogen–deuterium
exchange mass spectrometry (HDX-MS), have
been confined to individual family members such
as GDF8,38,39 TGF-b136,40 and ActA,41 or to close
homologs like BMP7 and BMP9.22,42 Broad comparative studies to determine whether unique structural or HDX signatures are predictive of latency
have not been done. Here, we characterize a
diverse set of latent and non-latent TGF-b family
members using nsEM- and HDX-MS. First, we
wanted to obtain an overview of differences and
similarities among a diverse set of family members
that included members of the TGF-b, activin, GDF,
and BMP subfamilies. Second, we determined
whether there were any unique features that could
discriminate between latency and non-latency.

similar to its closest homolog, BMP9, and was also
similar to BMP722 (Figure 1(B), (D), and (F)). Latent
GDF8 displayed a V-shaped, V-armed conformation (Figure 1(E)) with its arm domains intermediate
in orientation between the cross-armed conformation of the two TGF-bs and the open-armed conformation of the three BMPs.38
Crystal structures of TGF-b family members,22,39–
41
superimposed on their growth factor domains,
are shown for comparison (Figure 1(G)–(J)). The
cross-armed conformation of TGF-b2 and b1
matches the crystal structure of TGF-b1 (Figure 1
(A), (C), and (G)), in which the arm domains of each
prodomain monomer are disulfide linked to one
another at their tips distal from the GF domains.
On the opposite side of the ring from the arm and
bowtie, the latency lasso and a1-helix wrap around
the growth factor dimer to form the other half of the
ring. The open-armed conformations of the three
BMPs resemble the BMP9 crystal structure, in
which the arm domains are oriented with their tips
pointing away from one another (Figure 1(B), (D),
(F), and (H)). The V-armed particles of latent
GDF8 in nsEM correlate well with the crystal structure of latent GDF839 (Figure 1(E) and (I)). The crystal structure of BMP9 has a more open V-shape
than GDF8, which in turn is more open than the V
of ActA (Figure 1(H)–(J)). Heterogeneity among
BMP class averages in V-angle (Figure 1(B), (D)
and (F)) and the presence of an S-shape (Figure 1
(D)) may reflect genuine conformational flexibility
and also effects of adsorption onto the EM grid.
TGF-b family pro-complexes exhibit disparate
patterns of HDX overall
Next, we measured HDX of TGF-b1, TGF-b2,
BMP7, BMP9, BMP10, and ActA at pH 7.5 and
include published HDX data for GDF838 at pH 7.5
for comparison. We obtained 73–90% sequence
coverage overall (Table S1) with nearly 100% coverage of the prodomains (Figure 2, Supplemental
Figures S2–S9). In contrast, coverage in the
disulfide-rich growth factor domains was lower
(and depressed the overall coverage percent) due
to incomplete reduction of the disulfide bonds in
the HDX quench conditions and poorer pepsin
digestion. HDX for the eight TGF-b family members
was measured at 5–6 time points spanning a broad
time range of 10-s to 4-h (see Table S1, Figures
S2–S9, and raw data in PRIDE ID PXD026841).
Our interpretation and discussion will focus mainly
on the 1-min and 60-min time points (Figure 2) for
single peptides that maximally tile the sequences
of family members that are aligned by sequence
and structure. As different protein regions exchange
with different rates, the 1- and 60-min timepoints
provide snapshots of exchange during the wide
range of timepoints measured. Biological assays
of TGF-b latency require just a single event of
growth factor release from the prodomain and have
multi-hour timescales. All comparisons of backbone

Results
Three overall pro-complex conformations
Using nsEM, we characterized conformations of
latent TGF-b2 and non-latent BMP10 pro-complex
dimers and compared them to previously
published nsEM structures (Figure 1(A)–(F) and
Supplemental
Figure
S1).
TGF-b
family
prodomains consist of two portions: an N-terminal
straitjacket that surrounds and packs against the
growth factor, and a C-terminal arm domain that
has a b-sandwich fold. TGF-b2 adopted a ringlike, cross-armed conformation similar to TGFb140 (Figure 1(A) and (C)). BMP10 predominately
adopted a nearly linear, open-armed conformation
2
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Figure 1. Structure and conformation of TGF-b family member pro-complexes. (A–F) Representative negative stain
EM class averages of TGF-b2 and BMP10 compared to previously published class averages of TGF-b1, BMP9,
GDF8, and BMP7.22,38,40 Scale bars = 10 nm. (G–J) Crystal structures of TGF-b1, BMP9, GDF8, and ActA
superimposed on their GF dimers.22,39,41,50 Yellow spheres indicate the position of the bowtie disulfide bonds in TGFb1 (G). The solvent accessible surface of the GF is shown as a transparent gray surface. Pro = prodomain.
GF = growth factor.

amide HDX between TGF-b family members are
qualitative because our HDX-MS measurements
were of relative deuterium incorporation and were
not corrected for back-exchange during analysis
(despite best efforts, maximally deuterated controls
could not be reliably prepared for these proteins).
As nsEM showed that TGF-b2 had a structure sim-

ilar to TGF-b1, and BMP7 and BMP10 had structures similar to BMP9, the alignments in Figure 2
were used to display the HDX after one minute on
the corresponding crystal structures in Figure 3.
HDX of proteins with identical overall folds can be
compared43–45, provided the interpretation remains
mostly qualitative, as has been successfully done
3
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Figure 2. Hydrogen-deuterium exchange of TGF-b family members indicated on their sequences. (A and B)
Deuteration at 1 min (A) and 60 min (B). Select peptides from each complete dataset (shown in Supplemental Figures
S2–S9) were chosen to maximize sequence coverage without overlapping, with considerations made for peptides of
similar length and alignment to conserved structural features to allow comparisons between family members. Relative
deuteration of each peptide is indicated by color according to the key shown. The data are overlaid onto a sequence
alignment of all proteins investigated that has been corrected to align structurally homologous positions. Prodomain
and growth factor boundaries and structural elements are marked above the alignment. Dashes represent gaps in the
sequence alignment and are colored if sequences at each end are included in a peptide covered by HDX-MS.
Regions that lack HDX peptide coverage or correspond to the rapidly back-exchanging N-terminal residue of peptides
are shown as unfilled rectangles. A downward arrow indicates the position of the Cys residue found in the a2-fastener
loop of TGF-b2 but not of TGF-b1.
4
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Figure 3. Hydrogen-deuterium exchange of TGF-b family members indicated on structures. (A–H) Deuterium
exchange at 1 min is colored onto ribbon diagrams of crystal structures or onto crystal structures of the closest
homologue using the same peptides and alignments shown in Figure 2. TGF-b2 utilizes the TGF-b1 crystal structure
and BMP7 and BMP10 utilize the BMP9 crystal structure. In panel D, data for primed GDF8 is displayed on the
structure of latent GDF8. The GF is shown as a gray transparent surface as in Figure 1. HDX-MS data for all time
points are found in Supplemental Figures S2-S9.

previously for many systems including GDF8:TGFb1,38 integrins,46 heme-oxygenases,47 Ras-family
proteins,45 processivity clamps,43 and allelic variants of HIV Nef.44 Thus, our HDX comparisons
between TGF-b family members focus on structural
elements of the prodomains and growth factors that
are well-conserved in the family despite differences

in overall pro-complex conformation and
sequence.48
Strikingly, overall exchange varied greatly even
among the most closely related members studied
here. Due to protein dynamics, intrinsic exchange
was higher almost everywhere in TGF-b2 than b1
(Figures 2 and 3(A) and (B)). Additionally,
5
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differences were also pronounced among BMP7, 9,
and 10 (Figures 2 and 3(F)–(H)). These differences
were consistent with the large sequence variation
among prodomains. For example, among closely
related family members, the TGF-b1 and b2 GFs
are 71% identical while their prodomains are 39%
identical; the BMP9 and BMP10 GFs are 64%
identical while their prodomains are only 33%
identical. As dissociation of the prodomain from
the GF is required for Type 1 and Type 2 receptor
binding, this remarkable variability in exchange
suggests variation in regions of the prodomain
that are most susceptible to breathing movements
(fast exchange) with important implications for GF
dissociation, i.e., activation.
Variability in exchange among family members
was evident throughout their prodomains. The first
portion of the prodomain is called the association
region because in TGF-b1, b2, and b3 it contains
the conserved Cys residue that disulfide links to a
milieu molecule that mediates pro-complex
storage in either the ECM or on cell
surfaces.12,13,15,16,48 The complex crystal structure
of TGF-b1 linked to the milieu molecule glycoprotein
A repetitions predominant (GARP) shows that each
TGF-b1 monomer forms a buried interface with
GARP that involves varying lengths of amino acid
residues flanking the conserved Cys, e.g.,
30LSTCKTID-37 in one monomer and 32-TCKTI-36
in the other.49 The longer 8-residue sequence was
used to define the association region in Figures 2
and 3. No milieu molecules were present in our
study, and in the absence of a partner, the association region of TGF-b1 was highly deuterated even
after one minute. Unlike TGF-b1, peptides corresponding to the association region of TGF-b2 were
not covered in HDX. The N-terminal segment containing the association region is often longer in other
family members and is unstructured in GDF8, ActA,
and BMP9 crystal structures22,39,41 which have no
known milieu molecules that associate in this
region. The N-terminal peptides in other family
members exhibited high HDX even at the shortest
time points (Figures S2–S9), except for BMP9
which exchanged less throughout the time course
(Figures 2 and S2–S9).
The a1-helix immediately following the
association region also differed in exchange
between family members. In TGF-b1, TGF-b2,
and latent GDF8, peptides from the C-terminal
half of the a1-helix were strongly protected from
exchange. In contrast, similar a1-helix peptides
from the activated form of GDF8 (primed GDF8),
ActA, and the three BMPs exhibited moderate-tohigh exchange at the 60-min time point (Figures 2
(B) and S4–S6). In crystal structures of TGF-b1,
ActA, and GDF8 pro-complexes, the a1-helix
adopts a similar conformation (Figure 3); the lower
HDX of TGF-b1 and GDF8 than ActA are
consistent with greater burial and number of polar
noncovalent bonds as described in Discussion. In

contrast, in BMP9 pro-complex crystal structures
no density is apparent for the a1-helix; the a5helix appears in a similar location but with a
distinct orientation.
The correlation between low exchange of the
prodomain a1-helix and latency is illustrated in
more detail for the three latent members and one
non-latent counterexample in Figure 4. The Cterminal half of the a1-helix in latent TGF-b1,
TGF-b2, and GDF8 was highly protected from
exchange (Figure 2(B), peptide 1 in Figure 4(A)–
(C)). However, this region of the a1-helix in nonlatent Activin A, BMPs 7, 9, and 10, and primed
GDF8 exchanged more rapidly (Figure 2(B),
peptide 1 in Figure 4(C) and (D)). Figure 4 shows
an important interface between the prodomain and
growth factor, including the prodomain b1 strand
that hydrogen bonds to the growth factor finger
containing the b60 and b70 strands, and the
prodomain a1-helix, latency lasso, and a2-helix
that pack against and surround the growth factor
finger containing the b60 and b70 strands.
Nonetheless, plots of the kinetics of exchange for
these regions show that the only element with a
strong correlation to latency is the C-terminal
portion of the a1-helix.
The straitjacket encircles the growth factor
domain in structures of TGF-b1, GDF8, and ActA
(Figure 3(A)–(E)). The straitjacket consists of the
a1-helix, the latency lasso, which is a highly
deuterated loop (Figures 2 and 3(A)–(E)), and the
a2-helix, which forms a conserved interface with
the convex surface of the growth factor domain on
the side opposite to the cleft inhabited by the
prodomain a1-helix (Figure 3). Low exchange of
the a2-helix was only apparent in TGF-b2,
although peptides corresponding to the a2-helix in
TGF-b1 were not covered.
HDX differences extend into the prodomain arm
domain, which contains two conserved 4-stranded
antiparallel b-sheets (Figure 3).22,39–41,50 Regions
of differences included the b1-strand, which initiates
the arm domain, and the b3-strand (Figure 2(B)).
HDX differences were also found in the growth
factor domains, particularly the a30 helix and the
b60 -b70 strand regions. In BMP9, the a30 helix is
well formed, whereas it is disordered in GDF8 and
ActA, correlating with the observed low and high
levels of deuteration, respectively, in the a30 helix
(Figure 2(B)). Low exchange was observed in the
C-terminal end of the b60 strand and the Nterminal half of the b70 strand of TGF-b1 and
latent GDF8, whereas higher exchange was
observed for this region in the remaining family
members including, notably, TGF-b2 (Figures 2
and 3).

Discussion
Our nsEM and HDX-MS studies presented here
offer important insights into the diversity of pro6
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complex structures and show that among many
measures, only a1-helix exchange kinetics
correlates with latency among the three latent and
five non-latent TGF-b family members studied.
Extension of nsEM studies to TGF-b2 and BMP10
pro-complexes,
which
were
previously
uncharacterized structurally, revealed a crossarmed conformation for TGF-b2 and an openarmed conformation for BMP10. Together with our
previous nsEM work, these results further
highlight the existence of at least three procomplex conformational states: cross-armed,
open-armed, and V-armed. Cross-armed procomplexes have thus far only been found to be
latent, i.e., TGF-b1 and b2, whereas V-armed procomplexes can be either latent (GDF8) or nonlatent
(ActA).
Meanwhile,
open-armed
conformations have only been found to be nonlatent as illustrated by BMP7, 9, and 10.
Importantly, our comparative HDX studies on
multiple family members revealed that low
exchange in the C-terminal portion of the
prodomain a1-helix correlated strongly with
latency. Latent TGF-b1, TGF-b2, and GDF8
showed low exchange in this region with less than
25% exchange by 4 h whereas non-latent ActA,
BMP7, BMP9, and BMP10 all showed moderateto-high exchange in the same timeframe. The a1helix is a key region of the prodomain that
interacts with the GF, and low HDX in both the
prodomain a1-helix and GF b60 –b70 region of
TGF-b1 and GDF8 suggest that these elements
form a stable interface that contributes to strong
prodomain–growth factor binding. Meanwhile, the
greater exchange of the GF b60 –b70 region in
TGF-b2 compared to TGF-b1 suggests a less
stable interface with the a1-helix and that different
structural features among latent members impinge
on the a1-helix to help maintain latency. Overall,
our studies strongly suggest that a protected, less
dynamic prodomain a1-helix occupying the GF
hydrophobic cleft is a signature feature of latency.
This is especially remarkable because different
structural elements are involved in release from
latency. GDF8 and its sister GDF11 are activated
by cleavage in the a2-helix near the a1-helix in the
straitjacket. In contrast, binding of integrins aVb6
and aVb8 to a motif in the shoulder of the arm
domain, distal from the a1-helix, activates TGF-b1
and TGF-b3.
Among latent members studied, TGF-b2 is not
only distinguished by greater exchange in the GF
b60 –b70 region but is also more dynamic/
deuterated overall. Compared to TGF-b1, TGF-b2
has a much longer prodomain with 283 residues
compared to 249 in TGF-b1 and many insertions
and deletions (Figure 2). Larger size may offset
the faster dynamics of the prodomain by
stabilizing it51 and thus contribute to latency. Several candidate regions also emerge that may also
contribute to TGF-b2 latency. The first is low

exchange in the C-terminal portion of the prodomain
a2-helix in the TGF-b2 straitjacket (Figure 2). In
structures of latent TGF-b1 and GDF8, the a2helix nestles against the convex side of the GF
b60 -b70 region (Figure 4(A) and (C)). Although the
corresponding peptide was not observed in HDX
for TGF-b1, this region in latent GDF8 and all nonlatent members is more deuterated suggesting a
key difference in the a2-helix of TGF-b2. Secondly,
a peptide (INPEASA) mapping to the a30 -b50 loop
exhibits low exchange in TGF-b2 (Figure 2).
Although the corresponding peptide was not recovered in TGF-b1, in TGF-b1 structures the corresponding peptide forms varying H-bond networks
with the sidechains of Arg-45 and Gln-52 in the
a1-helix (Figure 5(C)) and thus could interact with
and stabilize the a1-helix. Furthermore, a Cys residue is present between the a2-helix and the fastener in TGF-b2 but not in TGF-b1 (arrow in
Figure 2). This Cys residue likely disulfide links to
its partner in the other prodomain. The fastener
forms important interactions with the a1-helix and
completes the encirclement of the growth factor
b60 -b70 finger by the straitjacket. Disulfide linkage
between the straitjackets in each monomer would
cooperatively stabilize them.
We further examined crystal structures of TGF-b
family members for structural correlates of lower
exchange of the prodomain a1-helix in latency.
Buried solvent accessible surface area correlates
well with stability of interactions between proteins;
therefore, we calculated burial for a1-helix and
fastener residues (overlined in Figure 5(A)). The
buried solvent accessible surface areas for the a1helix and fastener of TGF-b1 and GDF8 were
similar and were each substantially greater
compared to ActA (Figure 5(B)). The number of
hydrogen bond and cation-pi interactions that the
a1-helix made with the growth factor or prodomain
were also greater for latent TGF-b1 and GDF8
structures than for ActA (Figure 5(C)–(E)). All
hydrogen bond and cation-pi interactions were
found in the C-terminal portion of the a1-helix
where HDX was low, from Arg-45 to Arg-58 in
TGF-b1 and from Arg-52 to Arg-65 in GDF8
(Figure 5(A), (C) and (D)). The prodomain
fastener, an excursion in the loop between the a2helix and b1-strand toward the a1-helix, makes
many of the important stabilizing interactions with
the a1-helix. These include cation-pi bonds and
mainchain-mainchain hydrogen bonds that cap the
a1-helix. These important interactions are present
in latent TGF-b1 and GDF8 but not in non-latent
ActA (Figure 5(C)–(E)).
Demonstration here that protection of the Cterminal end of the prodomain a1-helix from HDX
correlates with latency suggests that exposure of
this portion of the a1-helix may occur during
release of the GF from latency. Previous studies
have pointed to the importance of the a1-helix in
latency. Mutation to alanine of hydrophobic
8
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Figure 5. The a1-helix, fastener, and their interaction networks. (A) Sequence alignment of a1-helix and fastener
regions of representative family members. Dark orange = basic. Teal = hydrophobic. Purple = acidic. Light
orange = glycine. Green = uncharged polar. Yellow = proline. (B) Solvent accessible surface area buried on a1-helix
and fastener residues overlined in panel A was calculated using the PISA server69 including the GF monomer that is
surrounded by the straitjacket, and omitting the other monomer, which was disordered in this region in some and not
in other structures. For TGF-b1 and ActA, data are mean and s.d. of all independent monomeric units in the listed
PDB accessions. For GDF8, data are mean and difference from the mean of each independent monomeric unit in the
listed PDB accession. (C–E) Ribbon cartoons of the a1-helix and its environment in TGF-b1 (C, PDB code 5vqp,
chains A and B), GDF8 (D, PDB code 5ntu, chains A and B), and ActA (E, PDB code 5hlz, chains A, B, and C). The
prodomain (Pro) is shown in blue, the growth factor (GF) is shown in green. Hydrogen and pi bonds to the a1-helix as
well as pi bonds within the fastener are shown as black and magenta dashes, respectively. The backbone amide of
A105 (C) and A113 (D) are shown as blue spheres.

Tyr-103 or Tyr-104 to Ala abolished latency.40 A
role for the fastener was further demonstrated by
introduction of TGF-b1 fastener sequences into an
ActA prodomain Fc fusion construct, which greatly
enhanced its inhibition of ActA growth factor activity.57 In GDF8, alanine mutations of equivalent fastener residues Tyr-111 and His-112 and of the a1helix residue Arg-65, which forms an H-bond with
His-112 (Figure 5(D)), increased basal activity over
the wild type latent form.39,58
Sequence alignments revealed remarkably
strong sequence conservation in the a1-helix of all

residues Ile-53, Leu-54, Leu-57, and Leu-59 and
basic residues Arg-45, Arg-50, Lys-56, and Arg-58
in the a1-helix all led to increased release of the
TGF-b1 growth factor.52 Mapping studies of the
minimum inhibitory prodomain fragment of GDF8
yielded fragments of varying lengths that all
included the a1-helix53–55; medicinal chemistry
efforts have obtained peptides that are full a1helix-like and antagonize the growth factor with
1 lM IC50 values.56
The fastener has also been shown to be important
in latency. Mutation of TGF-b1 fastener residues
9
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latent family members (TGF-b1–3, GDF8, and
GDF11) with a consensus R(I/V/L)E(A/S)(R/K)I(R/
K)XQILSKL(R/K) sequence (Figure 5(A)). In
contrast, this region is much more divergent in
non-latent family members (Figure 5(A)).48 Moreover, the fastener regions of latent members are
all characterized by conserved, adjacent tyrosine
and histidine aromatic residues that can participate
in pi-pi interactions with one another and with a1helix basic residues in cation-pi interactions (Figure 5(A)).
Our nsEM and HDX-MS results point to rich
diversity in the overall conformation, dynamics,
and structural details (including prodomain–growth
factor interfaces) in the TGF-b family. Moreover,
structural dynamics investigation by HDX-MS has
provided important context for interpreting existing
crystal structures and insights into functional
differences in the family. In particular, our HDX
results coupled with strong sequence conservation
of the a1-helix and fastener suggests that
prodomain–GF association is sufficient for
conferring latency only for TGF-b1–3 and GDF8
and 11, whereas latency in other family members
may require association with a binding partner in
the extracellular milieu.

elution fractions were dialyzed into 20 mM Tris,
pH 7.5, 500 mM NaCl and simultaneously cleaved
with Precision3C to remove the His-SBP tag.
Cleaved ActA and BMP10 protein samples were
then dialyzed against 20 mM Tris-HCl pH 7.5,
150 mM NaCl and subjected to another round of
Ni-NTA chromatography to remove uncleaved
material. The flow-through was then loaded onto a
Superdex 200 column equilibrated with 20 mM
Tris-HCl pH 7.5, 150 mM NaCl for SEC.
Negative stain electron microscopy
Purified TGF-b2 and BMP10 were subjected to
SEC in 20 mM Tris-HCl pH 7.5, 150 mM NaCl
immediately prior to negative-stain EM analysis to
remove any aggregates. The peak fractions were
loaded onto glow-discharged carbon-coated grids,
buffer was wicked off, and grids were immediately
stained with 0.75% (wt/vol) uranyl formate and
imaged with an FEI Tecnai T12 microscope and
Gatan 4 K  4 K CCD camera at 52,000
magnification (2.13 
A pixel size at specimen level)
with a defocus of  1.5 lm. Well-separated
particles (>5000) were interactively picked using
EMAN2.59 Class averages were calculated by multireference alignment followed by K-means clustering using SPIDER.38,60–62 Software applications
were made available and supported by SBGrid.63

Experimental Procedures
Protein expression and purification

Hydrogen deuterium exchange mass
spectrometry (HDX-MS)

Human TGF-b2 was cloned into the pEF-puro
vector with N-terminal 8xHIS and streptavidinbinding peptide (SBP) purification tags,40 a C24S
mutation, an N140R mutation to remove one Nglycan site, and abolition of furin cleavage by
replacing the residues 298–302 (RRKKR) with a
glycine residue. This TGF-b2 construct was stably
expressed in 293S GnTI-/- cells to produce protein
with high-mannose glycosylation, purified by His
and Streptactin affinity chromatographies, and dialyzed into 20 mM Tris-HCl pH 7.5, 500 mM NaCl
with Precision3C protease to remove purification
tags. Cleaved TGF-b2 was then purified by Superdex200 size-exclusion chromatography (SEC) in
20 mM Tris-HCl pH 7.5, 500 mM NaCl.
Full-length human Activin A (wild type) and fulllength BMP10 carrying N67Q and N131Q Nglycosylation site mutations and replacement of
residues 312–316 (ARIRR) with a glycine residue
to abolish furin cleavage were cloned into the S22 vector (ExpreS2ion Biotechnologies) with Nterminal 8xHis and SBP tags and stably integrated
into Drosophila S2 cells. Cells were adapted to
growth in serum-free Excell 420 media. After
4 days, culture supernatant was collected, filtered,
buffer exchanged to 20 mM Tris-HCl pH 7.5,
500 mM NaCl and loaded onto a Ni-NTA column
(Qiagen). The column was washed with 20 mM
Tris, pH 7.5, 500 mM NaCl and 20 mM imidazole,
and protein was eluted with 20 mM Tris-HCl, pH
7.5, 500 mM NaCl, and 1 M imidazole. Pooled

HDX-MS studies were performed using methods
reported previously.38,64,65 Additional experimental
details are provided in Table S1 per the recommended format.66 ActA, BMP10, and TGF-b2 were
expressed and purified in this study, whereas wild
type human BMP7, a BMP9 chimera composed of
the mouse prodomain and human growth factor
domain, and human TGF-b1 carrying a C4S mutation, N-glycosylation site mutations N107Q and
N147Q, and a R249A mutation to abolish furin
cleavage were expressed and purified in other studies.22,50 All HDX-MS experiments were performed
with proteins buffer exchanged into 20 mM TrisHCl, pH 7.5, 150 mM NaCl with the exception of
BMP9, which was buffer exchanged into PBS
(1.8 mM KH2PO4, 10 mM Na2HPO4, 137 mM NaCl),
pH 7.4 (a difference of 0.1 pH unit compared to the
other proteins, at pH 7.5, will not significantly affect
the final HDX conclusions). Samples (3 mL) of ActA
(120.4 mM), BMP7 (272 mM), BMP9 (17 mM),
BMP10 (60 mM), TGF-b1 (30 mM), and TGF-b2
(29 mM) were individually diluted 15-fold into
20 mM Tris, 150 mM NaCl, 99% D2O (pD 7.5) at
room temperature for deuterium labeling. At time
points ranging from 10 sec to 240 min, aliquots were
removed and deuterium exchange was quenched
by adjusting the pH to 2.5 with an equal volume of
cold 150 mM potassium phosphate, 0.5 M tris (2carboxyethyl) phosphine hydrochloride (TCEP10
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HCl), H2O. Quenched samples were digested
online using a Poroszyme immobilized pepsin cartridge (2.1 mm  30 mm, Applied Biosystems) at
15 °C for 30 s, then injected into a custom Waters
nanoACQUITY UPLC HDX ManagerTM for mass
analysis with a XEVO G2 mass spectrometer
(Waters Corp., USA). The average amount of
back-exchange using this experimental setup was
30–35%, based on analysis of highly deuterated
peptide standards. All comparison experiments
were done under identical experimental conditions
such that deuterium levels were not corrected for
back-exchange and are therefore reported as relative.67 The error of measuring the mass of each
deuterated peptide averaged ± 0.15 Da across
two technical replicates as given by the DynamX
software, which in some cases is an average of
more than one charge state.
Peptic peptides were identified from triplicate
undeuterated samples using high definition
collision-induced dissociation mass spectrometry
(HDMSE). Data were analyzed using ProteinLynx
Global
SERVER
(PLGS)
3.0.1
(Waters
Corporation). A database containing only the
sequences from human INHBA (ActA; Uniprot
P08476), human BMP7 (Uniprot P18075), human
BMP10 (Uniprot O95393), mouse GDF2 (BMP9;
Uniprot Q9WV56) residues 23–318, human GDF2
(BMP9; Uniprot Q9UK05) residues 320–429,
human GDF8 (Uniprot O14793), human TGFB1
(Uniprot P01137), and human TGFB2 (Uniprot
P61812) was used with no cleavage specificity
and no PTMs considered. Peptide masses were
identified using a minimum of 130 ion counts for
low energy threshold and a 50-ion count threshold
for their fragment ions. The peptides identified in
PLGS were then analyzed in DynamX 3.0 (Waters
Corporation) implementing a minimum products
per amino acid cut-off of 0.2, 2 consecutive
product ions, and a maximum MH+ error of
10 ppm. Those peptides meeting the filtering
criteria were further processed by DynamX to
calculate relative % deuteration and display it on
the sequence and tertiary structure. No
subtractive methods were used for overlapping
peptides; all peptides including overlapping are
shown in Supplemental Figures S2–S9, and when
mapped to a crystal structure (Figures 3 and 4)
only representative peptides were used without
subtractive manipulation.
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