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Abstract 

Background  Proteins of the TGFβ family, which are largely studied as homodimers, are also known to form het-
erodimers with biological activity distinct from their component homodimers. For instance, heterodimers of bone 
morphogenetic proteins, including BMP2/BMP7, BMP2/BMP6, and BMP9/BMP10, among others, have illustrated the 
importance of these heterodimeric proteins within the context of TGFβ signaling.

Results  In this study, we have determined that mature GDF5 can be combined with mature BMP2 or BMP4 to form 
BMP2/GDF5 and BMP4/GDF5 heterodimer. Intriguingly, this combination of a BMP2 or BMP4 monomer, which exhibit 
high affinity to heparan sulfate characteristic to the BMP class, with a GDF5 monomer with low heparan sulfate affinity 
produces a heterodimer with an intermediate affinity. Using heparin affinity chromatography to purify the heterodi-
meric proteins, we then determined that both the BMP2/GDF5 and BMP4/GDF5 heterodimers consistently signaled 
potently across an array of cellular and in vivo systems, while the activities of their homodimeric counterparts were 
more context dependent. These differences were likely driven by an increase in the combined affinities for the type 
1 receptors, Alk3 and Alk6. Furthermore, the X-ray crystal structure of BMP2/GDF5 heterodimer was determined, 
highlighting the formation of two asymmetric type 1 receptor binding sites that are both unique relative to the 
homodimers.

Conclusions  Ultimately, this method of heterodimer production yielded a signaling molecule with unique properties 
relative to the homodimeric ligands, including high affinity to multiple type 1 and moderate heparan binding affinity.

Keywords  BMP, Growth factor, Heterodimer, Cell signaling

Background
The transforming growth factor β (TGFβ) superfam-
ily represents one of the largest and most fundamental 
signaling families in human biology, comprised of over 
30 unique signaling ligands [1–5]. This family can be sub-
divided into three main subgroups: the bone morpho-
genetic protein (BMP) class, the Activin class, and the 
TGFβ class [4–6]. While each maintains a similar over-
all structure and signaling mechanism, BMPs are unique 
both in terms of specific functional biochemistry and 
the biological processes they regulate [6, 7]. BMPs regu-
late numerous developmental processes such as bone 
and cartilage formation, organ development, and overall 
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developmental patterning [2, 3, 8] In adult biology, BMPs 
are equally vital, regulating a host of processes involved 
in wound healing and cell homeostasis [2, 3, 8]. When 
BMP signaling is compromised, a number of disease state 
pathologies can occur, including renal nephropathy and 
fibrosis, pulmonary arterial hypertension, cardiovascular 
disease and atherosclerosis, osteoporosis, developmental 
cartilage disorders, and numerous types of cancer [8–18]. 
Therapeutically, different forms of recombinant BMP 
proteins are used in clinical settings to treat traumatic 
bone injuries [2, 8, 17, 18].

Like other TGFβ proteins, BMPs are produced as sin-
gle-chain polypeptides consisting of a larger pro-domain 
(30–40 kDa) and a smaller (12–15 kDa) mature signal-
ing domain separated by one or more proteolytic cleav-
age sites [4, 6, 7, 19–21]. Prodomain interactions cause 
the mature domains to covalently dimerize before being 
secreted from the cell where they are proteolytically 
cleaved allowing the mature signaling domains bind 
receptors [22, 23]. Signaling occurs when the mature 
domain, structurally reminiscent of two clasped hands 
complete with four β-strand “fingers” and a “wrist” helix 
for each monomer, combines two type 1 and two type 
2 serine-threonine kinase receptors on the cell surface 
leading to intracellular cross-phosphorylation of the type 
1 receptors and subsequent phosphorylation of specific 
SMAD transcription factors [4–7, 24].

While all BMPs function along this general mechanism, 
a number of different factors are key to the modulation 
of signaling for each distinct ligand. Different BMPs have 
different preferences for both the high-affinity type 1 and 
lower-affinity type 2 receptors [24]. For example, BMP2 
can signal through the type 1 receptors Alk3 and Alk6 
but maintains a higher affinity for Alk3 [24, 25]. Growth 
and Differentiation Factor 5 (GDF5), on the other hand, 
strongly prefers signaling through Alk6 as compared to 
Alk3, leading to differences in signaling outcomes [26]. 
BMPs are also differentially targeted by a host of secreted 
extracellular protein antagonists, such as Noggin, Chor-
din, and members of the DAN family [4, 27–30]. For 
instance, Gremlin-2 and Noggin show much higher affin-
ity for BMP2 over GDF5 although signaling from either 
ligand is inhibited [27, 28]. Lastly, BMPs can interact 
differently with the extracellular environment, where 
proteins like BMP2 or BMP7 possess high affinity for 
heparin and heparan sulfate proteoglycans (HS), while 
others like BMP9 or GDF5 do not [31–34]. As a result, 
BMPs with lower HS affinity are much more likely to dif-
fuse to neighboring cells and/or circulate widely while 
those with higher affinity interact with the extracellular 
matrix and are more restricted in their diffusion.

While most previous research has focused on BMP 
ligands as homodimers, recent work has extended to a 
small number of specific BMP heterodimers. These het-
erodimers produce a unique signaling platform with 
biological activities distinct from their homodimeric 
counterparts [35–39]. One of the major functional dif-
ferences of the heterodimers occurs with type 1 recep-
tor binding/signaling. Structural studies have highlighted 
that type 1 receptor binding occurs at the dimer interface 
of these ligands [40, 41]. Since this is a composite inter-
face from both monomers, a heterodimer will presum-
ably contain two unique type 1 receptor binding sites, 
distinct from both each other within the heterodimer 
and with their corresponding homodimers. While this is 
shown schematically in Fig. 1A, B, the extent and details 
of such a dimeric interface have yet to be structurally 
elucidated.

Evidence for the biological significance of heterodimers 
have been shown by several groups over the past sev-
eral years. For example, the BMP2/BMP7 heterodimer 
has been shown to serve as the essential growth factor 
in developing zebrafish, with homodimeric BMP2 and 
BMP7 unable to recapitulate this lost activity [36]. BMP7 
seems to function primarily as a heterodimer with either 
BMP2 or BMP4 in mammalian embryogenesis [37]. 
BMP2/BMP6 has been shown to be a more potent activa-
tor of SMAD 1/5/9 signaling than either BMP2 or BMP6 
homodimers, and to potentially play a novel role in iron 
regulation [36, 42]. BMP9/BMP10 heterodimer has been 
shown to be the principal BMP ligand involved in sign-
aling in the serum [33]. Furthermore, heterodimeric 
GDF9/BMP15, also known as cumulin, has the ability to 
activate both SMAD 1/5/9 and SMAD 2/3, acting as both 
a BMP and an activin signaling molecule [43, 44].

Research on heterodimers is challenging since homodi-
mers are synthesized concurrently with heterodimers 
often making it difficult to discern the functions of het-
erodimers from homodimers, leaving many potential 
heterodimers completely unclassified or even observed. 
Recombinant techniques are useful in generating purified 
heterodimers which can be used to support their charac-
terization; however, the number of heterodimers avail-
able is limited. Accordingly, previous research into BMP 
heterodimers has by necessity focused on these few listed 
examples. Because of this, little research has focused on 
whether the subclade of BMPs containing GDF5, GDF6, 
and GDF7 can form heterodimers. One early study iden-
tified the ability of GDF5 to heterodimerize with BMP2, 
BMP3, and BMP7 where immunoprecipitation experi-
ments were performed on cells overexpressing BMP 
ligands, suggesting the existence of GDF/BMP heter-
odimers [45]. However, follow-up studies are absent, 
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Fig. 1  Schematic of native BMP production and heterodimer fabrication. A Schematic of the production and function of a BMP growth factor. (i) 
BMPs are produced as a single polypeptide chain consisting of a larger prodomain (30–40 kDa, dark blue) and a smaller (12–14 kDA, light blue) 
mature domain. (ii) Prodomain interactions bring the mature domains together and induce dimerization, which is stabilized by an inter-chain 
disulfide bond. (iii) representation of the mature ligand and shown in iv) bound to two high-affinity type 1 receptors (yellow) and two low-affinity 
type 2 receptors (orange). B Schematic of differences in type 1 interfaces of homo- and hetero-dimers. The heterodimer (BMP chain in blue 
and GDF5 chain in green) consists of two unique binding sites, one formed by the fingers of BMP and the wrist of GDF5 and one formed by the 
fingers of GDF5 and wrist of BMP, as annotated. C Heparin affinity chromatography is used to separate refolded homodimeric GDF5 (green) and 
homodimeric BMP2 (blue) from BMP2/GDF5 heterodimer (purple) based on differential heparin binding affinity. Presence of pure homodimeric and 
heterodimeric proteins confirmed by SDS-PAGE and western blot analysis, under both reducing and non-reducing conditions. D Heparin affinity 
chromatography is used to separate refolded homodimeric GDF5 (green) and homodimeric BMP4 (blue) from BMP4/GDF5 heterodimer (purple) 
based on differential heparin binding affinity. Presence of pure homodimeric and heterodimeric proteins confirmed by SDS-PAGE and western blot 
analysis, under both reducing and non-reducing conditions. Protein ladder shown at 10 kDa, 17 kDa, 26 kDa, and 34 kDa
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and no work has been done to characterize GDF/BMP 
heterodimers.

With this in mind, we sought to investigate the BMP2/
GDF5 heterodimer and explore its functionality in com-
parison to its homodimer counterparts. As such, we have 
produced a BMP2/GDF5 heterodimer using oxidative 
refolding of bacterially produced mature domains and 
demonstrated its unique biological activity compared to 
BMP2 and GDF5 using in  vitro reporter assays, direct 
binding experiments, and in  vivo developmental assays. 
Additionally, we validated our method by also producing 
the BMP4/GDF5 heterodimer and demonstrated that it 
also forms a more robust signaling platform than either 
BMP4 or GDF5 alone. Lastly, we solved the crystal struc-
ture of the BMP2/GDF5 heterodimer, giving molecular 
insight into how heterodimers form asymmetrical type I 
binding pockets. Taken together, our structure and func-
tional data provide a platform for describing the different 
signaling aptitude of the BMP2/GDF5 and BMP4/GDF5 
heterodimers in comparison to the BMP2, BMP4, and 
GDF5 homodimers.

Results
Production and validation of GDF5/BMP2 and GDF5/BMP4 
heterodimers
While the previous study by Thomas et al. indicated that 
GDF5 could form heterodimers with other BMPs, no 
further published work exists exploring the possibility of 
heterodimers made with GDF5 [45]. Since both BMP2 
and GDF5 homodimers can be produced and purified 
from oxidative refolding from bacterial inclusion bodies, 
we hypothesized that a modified oxidative refolding pro-
tocol could be implemented to form a BMP2/GDF5 het-
erodimer [46, 47]. BMP2 and GDF5 inclusion bodies were 
purified and solubilized and then mixed in a 1:1 molar 
ratio prior to oxidative refolding. The mixture of BMP2 
and GDF5 was then allowed to refold for 5 days. Follow-
ing refolding, BMP2 and GDF5 homodimers are typically 
separated from improperly folded species by heparin 
affinity chromatography where BMP2 dimers are eluted 
with high salt while GDF5 binds weaker and is eluted 
with lower salt concentrations [31, 34]. We hypothesized 
that a heterodimer might exhibit an intermediate affin-
ity for heparin. Accordingly, we applied the refolding 
mixture of BMP2/GDF5 to a heparin column and three 
separate peaks were identified upon elution (Fig.  1C). 
Analysis by SDS-PAGE and Western blots, under reduc-
ing and nonreducing conditions, indicated the first peak 
contained GDF5 homodimer and the last peak contained 
BMP2 homodimer. The intermediate peak consisted of 
a single dimer species containing both BMP2 and GDF5 
chains (Fig. 1C). To rule out that the intermediate peak 
consisted of GDF5 and BMP2 homodimers instead of a 

BMP2/GDF5 heterodimer, we analyzed the sample by 
mass spectrometry (Additional file 1: Fig. S1). The results 
show a single species with a mass consistent with the 
expected mass of a heterodimer. In addition, to validate 
our approach of heterodimer formation, we repeated the 
process with BMP4 and GDF5. Similarly, three peaks 
were identified from the heparin elution profile with the 
middle peak consisting of the BMP4/GDF5 heterodimer 
(Fig.  1D, Additional file  1: Fig. S1). These results show 
that both BMP2/GDF5 and BMP4/GDF5 heterodimers 
can be produced thorough oxidative refolding and iso-
lated to homogeneity for further analysis.

Comparison between heterodimer and homodimer 
signaling in vitro
Previous research performed on other BMP heterodi-
mers (specifically BMP2/7 and BMP2/6) found that het-
erodimers tend to be more potent activators of BMP 
signaling than their homodimer counterparts [35–37]. 
To determine whether this was true for the BMP2/GDF5 
and BMP4/GDF5 heterodimers we tested signaling activ-
ity using the BRITER osteoblast cell line. The BRITER cell 
line has been engineered to express luciferase in response 
to BMP signaling via SMAD 1/5/9 [48]. In this assay sys-
tem, both the BMP2/GDF5 and BMP4/GDF5 heterodi-
mers are potent signaling molecules with EC50 values of 
1.7 and 1.1 nM, respectively (Fig. 2). In comparison to the 
BMP2, BMP4, or GDF5 homodimers, the heterodimers 
are significantly more potent with EC50 values approxi-
mately 3–5-fold lower than all homodimers (Fig.  2). 
Additionally, the BMP2/GDF5 and BMP4/GDF5 heter-
odimers signal more potently than cells incubated with 
molar equivalents of homodimeric BMP2 plus GDF5 or 
BMP4 plus GDF5 added in combination (Fig. 2). Further-
more, at higher ligand concentrations the heterodimers 
exhibited greater maximum signal than their respective 
homodimers.

Comparison between heterodimer and homodimer 
signaling in vivo
Having determined that the BMP/GDF heterodimers 
induce BMP signaling more potently than their compo-
nent homodimers in a cell-based assay, it was important 
to determine whether these findings could be validated 
in an in vivo model more closely replicating a complete 
biological system. The role of BMP signaling in the pat-
terning of the embryonic body axis in Xenopus laevis is 
extremely well characterized, and perturbations caused 
by aberrant signaling have been frequently used as an 
assay system to measure signaling activity in vivo [49, 50]. 
Accordingly, we used a Xenopus development assay to 
measure the activity of BMP homodimers versus heter-
odimers. Recombinant ligands or a vehicle control were 
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microinjected injected into the blastocoel of Xenopus 
blastula and permitted to develop for ~46 h until they 
reached the tadpole stage, stage NF37, when they were 
scored for ventralization. First, a dose-response experi-
ment was performed to determine the minimal effec-
tive dose eliciting a phenotype with minimal lethality; 
extremely ventralized embryos arrest at gastrulation and 
subsequently die (Fig.  3A). Embryos injected with 0.15 
pmol and 0.5 pmol protein were blindly scored using 
the dorso-anterior index (DAI), which can measure the 
degree of aberrant embryonic ventralization [49]. In this 
scoring system, a score of 5 indicates normal develop-
ment and a score of 0 indicates the most severe degree of 
ventralization (Fig. 3D).

Gastrulation arrest and lethality were more frequent 
in embryos injected with heterodimers as compared 
to BMP2 and BMP4, and slightly more than GDF5 
homodimer (Fig.  3A). Consistent with previous results, 
the injection of recombinant BMP2 or BMP4 homodi-
mers resulted in increased ventralization in a concen-
tration-dependent manner [51]. Interestingly, in this 
assay system, GDF5 homodimers caused more severe 

ventralization than either BMP2 or BMP4 (Fig.  3B, C). 
This is in contrast to the in  vitro system, where BMP2 
was the most potent of the homodimers (Fig. 2). Similar 
to GDF5, injection of either the BMP2/GDF5 or BMP4/
GDF5 heterodimers produced a dose-dependent increase 
in ventralization compared to the BMP2 and BMP4 
homodimers at all tested concentrations (Fig. 3B, C).

In the Xenopus embryo, BMP/SMAD signaling is 
known to directly activate the expression of ventx1 and 
ventx2 genes that drive ventral cell fates in the gastrula 
mesendoderm [52, 53]. Therefor we assayed a subset of 
the Xenopus embryos at gastrulation, stage NF10, only 
a few hours post-injection, using whole mount in  situ 
hybridization. In control embryos, ventx1/2 expression 
is limited to the most ventral side of the developing gas-
trula (Fig.  3E). Injection of BMP2 and BMP4 resulted 
in an increasing expansion of ventx1/2 expression in a 
dose-dependent manner. In contrast, injection of GDF5 
or BMP/GDF5 heterodimers induced a dose-dependent 
expansion of the ventx1/2 expression domain spread-
ing across the top of the gastrula and into the dorsal side 
(Fig. 3E, F). This illustrates that in vivo both BMP2/GDF5 

Fig. 2  Heterodimers are more potent than homodimers in vitro. A Luciferase Reporter Assay used to compare function of BMP2/GDF5 heterodimer 
(purple) to BMP2 homodimer (blue), GDF5 homodimer (green), or a combination of BMP2 and GDF5 homodimers (gray). The gray curve represents 
signal from an equal combination of BMP and GDF5 where the sum is represented on the x-axis. B Luciferase Reporter Assay used to compare 
function of BMP4/GDF5 heterodimer (purple) to BMP4 homodimer (blue), GDF5 homodimer (green), or a combination of BMP2 and GDF5 
homodimers (gray). Representative curves shown, with error bars representing standard deviation. Data normalized to untreated control and 
analyzed using GraphPad Prism using non-linear regression with variable slope and least squares fit to determine EC50. Data tables display an 
average of N=3 experiments, with 95% confidence range reported. All datasets were compared to heterodimer to determine significance using 
AICc to compare average curves. * P<0.05. ** P<0.01. *** P<0.001
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and BMP4/GDF5 are highly active compared to BMP2 
and BMP4 homodimers (Fig. 3B).

We next extended our in vivo studies into a biological 
system that has been previously used to validate BMP 
heterodimer function and necessity. The dorsal-ventral 
axis of the zebrafish embryo is patterned by a gradient 
of BMP signaling established by BMP2/BMP7 heter-
odimers. BMP2 and BMP7 homodimers are unable to 
recapitulate this biological function and do not even 
signal at physiological levels, though either can induce 
BMP signaling when overexpressed [36, 54]. The BMP 
signaling gradient patterning the DV axis in zebrafish 
blastula has been previously quantified by visualizing 
the gradient of phosphorylated SMAD5 (pSMAD5) 
[55, 56]. The phosphorylation and nuclear accumula-
tion of the SMAD5 protein are quantified by measur-
ing the average nuclear fluorescence of the pSMAD5 

antibody using confocal microscopy [57]. SMAD5 is 
an ideal readout of BMP signaling due to its rapid and 
robust phosphorylation and nuclear localization in 
response to BMP ligand, accumulating clearly within 
minutes of induction [58]. Accordingly, we sought to 
determine if, in a system where the BMP2/BMP7 heter-
odimer is the obligate signaling ligand, how the BMP2/
GDF5 heterodimer signals compared to its component 
homodimers.

To accomplish this, recombinant ligands (BMP2, 
GDF5, and BMP2/GDF5) were injected into zebrafish 
embryos, either WT or mutants deficient in BMP7 
(bmp7asb1aub) to negate endogenous BMP signaling, 3 
hours post fertilization (hpf ). After 30 min, the injected 
embryos, as well as uninjected WT and mutant con-
trols, were quantified for nuclear pSMAD5 via immu-
nofluorescence (Fig.  4). As expected, there was robust 

Fig. 3  Heterodimers signal more potently than BMP2 and BMP4 homodimers in a Xenopus development assay. A Dose-response experiment 
determined the minimal effective dose of homodimers/heterodimers for developmental assays. Based on embryo viability, 0.5 pmol was the 
highest dose used for subsequent assays. B, C Xenopus axial development assay scored using Dorso-Anterior Index [45]. Stage 9 Xenopus laevis 
blastula were injected with 0.15 pmol in 13 nL (B) or 0.5 pmol in 40 nL doses (C) of BMP homodimeric or heterodimeric proteins in 10 mM HCl, or a 
vehicle control. Embryos developed until stage NF37 (tadpole stage) and were then scored using the (D) Dorso-Anterior Index for signs of aberrant 
ventralization, on a scale of 5 (normal development) to 0 (fully ventralized, no visible somites) [49]. *p<0.05, **p<0.01 by 1W-ANOVA, n=10–15 
embryos, N=3–4 independent experiments. E N=20 stage NF9 Xenopus laveis blastula microinjected 0.05 pmol in 4.3 nL or 0.15 pmol in 13 nL of 
BMP homodimeric or heterodimeric proteins or vehicle control were assayed at early gastrula stage NF10, by in situ hybridization for expression of 
direct BMP/SMAD1 response genes ventx1 and ventx2 (dark staining). Ventral side to the right. Representative images shown. F Gastrula embryos 
were scored for degree of ventx1 and ventx2 staining expression and categorized as normal, partially expanded, or completely expanded expression 
domains. ****p<0.0001 by chi-square test n=20 embryos, N=1 experiment
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signaling in uninjected WT embryos (Fig.  4A) but 
none in uninjected BMP7 mutant embryos (Fig.  4B). 
Homodimeric BMP2 protein was injected at an experi-
mentally determined dose of 0.08 fmol to induce a 
mild pSMAD5 response (Fig. 4C), midway between the 
extremes of the control embryos. Injection of homodi-
meric GDF5 at this dose induced a less pronounced 
pSMAD5 response compared to BMP2 (Fig.  4D). In 

contrast, injection of the BMP2/GDF5 heterodimer 
induced greater pSMAD5 response compared to either 
homodimer injected alone (Fig.  4E, F). These results 
suggest that the BMP2/GDF5 heterodimer can induce 
pSMAD5 signaling more strongly than either homodi-
mer in this model system.

Fig. 4  BMP2/GDF5 heterodimer signals more effectively than BMP2 or GDF5 homodimers in developing Zebrafish blastula. A–E Representative 
images of individual zebrafish embryos with quantitative fluorescence for nuclear phosphorylated SMAD5 (pSMAD5). Each dot depicts the average 
fluorescence of -pSMAD5 in a single nucleus, reds are brighter, and blues are dimmer. A WT embryo at 6 hpf. B–E bmp7−/− embryos at 3 hpf. 
Embryos were injected with 0.08 fmol protein and then fixed 30 min after injection. F Quantification of the nuclear pSMAD5 fluorescence in 
embryos was done by calculating the average intensity of the brightest 75% of nuclei minus the average intensity of the dimmest 25% (assumed 
background). Each black dot is a single embryo. Means are denoted by red diamonds. Experimental groups contained n = 3 (WT), 7 (uninjected), 12 
(BMP2), 10 (GDF5), or 11 (BMP2/GDF5) embryos. *: P<0.05, ***: P<0.001 by T-test
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Comparison of homodimer and heterodimer receptor 
binding
Differences in receptor binding could be a possible expla-
nation for the observed potency differences between 
the homo- and heterodimers. In particular, affinity dif-
ferences might occur given that the composition of the 
type 1 binding sites is different between the homo- and 
heterodimers. To test this, we used surface plasmon res-
onance (SPR) and measured ligand binding to a protein 

A SPR chip coupled with recombinant chimeric FC-
receptors [59]. For the type 1 receptors Alk3 and Alk6, a 
kinetic analysis was performed to measure binding and 
fit using a 1:1 binding model. Sensorgrams, along with 
dissociation and association rate constants, are shown 
in Additional files 2: Fig. S2 and 3: Fig. S3, and a com-
parison of the apparent equilibrium dissociation con-
stants (KD) is shown in Fig.  5A. As expected, GDF5 
displayed a much higher affinity for Alk6 (57 pM) than 

Fig. 5  Type 1 and type 2 receptor affinity determined by SPR. A Relative binding constants (KD) for BMP2 (light blue), BMP4 (dark blue), GDF5 
(green), BMP2/GDF5 (light purple), and BMP4/GDF5 (dark purple) to type 1 receptors Fc-(Alk3)2 and Fc-(Alk6)2, in molarity, as determined by 
SPR binding curves (Fig. S3) analyzed for kinetic binding using a 1:1 fit to determine association rate (ka) and dissociation rate (kd) for each 
ligand:receptor pair; KD=kd/ka. Reported values are the average of N=2 experiments, measured using ligand concentrations between 6.25 nM and 
0.045 nM. B Binding constant (KD) for BMP2 (light blue), BMP4 (dark blue), GDF5 (green), BMP2/GDF5 (light purple), and BMP4/GDF5 (dark purple) to 
type 2 receptors Fc-(ActRIIa)2, Fc-(ActRIIb)2, and Fc-(BMPR2)2 in molarity, as determined by SPR binding curves (Additional file 4: Fig S4) analyzed for 
steady state binding. Reported values are the average of N=2 experiments, measured using ligand concentrations of 100–0.195 nM (for ActRIIa and 
BMPR2) or 25–0.195 nM (for ActRIIb)
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Alk3 (328pM). BMP4 had a similar affinity for both Alk3 
(72 pM) and Alk6 (113 pM), with a mild preference for 
Alk3. BMP2 preferentially bound to Alk3 (26 pM) but 
retained the ability to bind to Alk6 (102 pM) as well 
(Fig.  5A). For all three homodimers, the lower binding 
affinities were largely driven by an increase in dissocia-
tion rates, as the association rates were similar (Figs. S2, 
S3). Interestingly, both BMP2/GDF5 and BMP4/GDF5 
heterodimers displayed high-affinity KD values for both 
Alk3 and Alk6, with commensurately slow dissociation 
rates (Figs. 5A, S2, S3). BMP2/GDF5 bound to Alk3 with 
an apparent affinity of 32 pM and to Alk6 with 26 pM. 
Similarly, BMP4/GDF5 bound to Alk3 with an apparent 
affinity of 29 pM and to Alk6 with 46 pM (Fig.  5A). In 
effect, the heterodimers retained the high affinity of both 
of their monomeric components, resulting in molecules 
with a particularly high binding affinity to a larger reper-
toire of receptors. In addition, we also tested the ability of 
these proteins to bind to either Alk2 (a preferred target 
for BMP6 and BMP7) or Alk1 (which binds to BMP9 and 
BMP10) [24]. As expected, both homodimers and heter-
odimers displayed similar, almost non-existent affinity to 
these receptors (Additional file 4: Fig. S4).

Following this, we used SPR to determine the relative 
binding affinities between BMP ligands and the type 2 
receptors. Since the type 2 receptor binding locations 
are isolated to the individual chains, we hypothesized 
that the heterodimers would have affinities for the type 
2 receptors comparable to the homodimers. For each of 
the BMP ligands tested, type 2 receptor binding displayed 
an extremely rapid association followed by an even more 
rapid dissociation (Additional file 5: Fig. S5A). This rapid 
dissociation is consistent with the significantly weaker 
affinity of BMP ligands for type 2 receptors as compared 
to type 1 receptors, which translates to a more transient 
interaction. These extremely rapid association and dis-
sociation rates were sufficiently close to asymptotic that 
the analysis software was unable to fit the data using 
a kinetic model. Accordingly, these SPR datasets were 
analyzed for steady-state binding to determine apparent 
binding affinities. Comparing the different BMP ligands, 
both homodimeric and heterodimeric proteins displayed 
a similar affinity for the type 2 receptors, suggesting that 
the increased potency of BMP2/GDF5 and BMP4/GDF5 
as compared to their homodimeric components is not 
driven by ligand-type 2 receptor interactions (Additional 
file 5: Fig. S5B).

Comparison of antagonist inhibition of BMP homodimers 
and heterodimers
Since BMP ligands are highly regulated by extracellu-
lar protein antagonists, we next wanted to determine if 
the heterodimers were differentially regulated by BMP 

antagonists. For instance, it has been shown that the 
BMP2/BMP7 heterodimer is not neutralized by the 
extracellular antagonist Noggin, which is known to 
potently antagonize both BMP2 and BMP7 homodimers 
[60]. Indeed, a possible explanation for the increased effi-
cacy of the BMP heterodimers, especially in vivo, might 
revolve around the activity of extracellular antagonists. 
Accordingly, we tested the effect of several different 
extracellular protein antagonists, with varying binding 
modalities and ligand preferences, on BMP signaling 
using the BRITER luciferase reporter assay. Specifically, 
we tested Noggin, Grem2, and NBL1. As expected, both 
Grem2 and Noggin potently antagonized BMP2 and 
BMP4 at low concentrations, with IC50 concentrations of 
about 1 nM, while requiring much higher concentrations 
to inhibit GDF5 signaling, with IC50s of 38 nM for Grem2 
and 42 nM for Noggin (Fig. 6). BMP2/GDF5 and BMP4/
GDF5 heterodimers were antagonized by both Noggin 
and Grem2 at concentrations similar to those needed to 
inhibit BMP2 and BMP4 (Fig.  6). NBL1 was a relatively 
poor antagonist for all tested proteins, although it exhib-
ited a slightly higher degree of antagonism towards the 
heterodimers, particularly BMP2/GDF5 (Fig.  6). These 
results indicate that both BMP2/GDF5 and BMP4/GDF5 
heterodimers are effectively inhibited by extracellular 
antagonists known to target BMP homodimers, and that 
differential interactions with these antagonists are not 
likely contributing to the activity differences observed 
in cell-culture and in vivo experimental systems. This is 
important as Noggin in particular is known to be a key 
regulator of BMP signaling during Xenopus development 
[61, 62].

Crystal structure of BMP2/GDF5 heterodimer
Our modified oxidative refolding protocol was effec-
tive in producing milligram quantities of BMP2/GDF5. 
Using this protein, we were able to readily solve the X-ray 
crystal structure of BMP2/GDF5 to a resolution of 2.8 
Å (Fig.  7A, Additional file  4: Fig. S4, Additional file  6: 
Table  S1). This afforded us the opportunity to directly 
cross-compare the structure of the heterodimer to pre-
viously solved structures of both the BMP2 and GDF5 
homodimers. As expected, the BMP2/GDF5 heterodimer 
displays the characteristic shape of a BMP growth fac-
tor, however, the dimer clearly displays an asymmetrical 
appearance (Fig.  7A). This is in stark contrast with all 
published structures of BMP ligands, both apo structures 
and complex structures containing other protein binding 
partners, which retain the same basic symmetrical shape. 
As such, in a number of previous structures the asym-
metric unit only contains one half of the ligand. Here, 
due to the asymmetry of the ligand, the asymmetric unit 
consists of two full dimers. The RMSD for the two dimers 
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is 0.28 for 171 Cα indicating that crystal packing, which 
is different for each dimer, has little impact on the overall 
shape of each ligand.

A significant difference between the heterodimer and 
homodimer structures occurs in the curvature of the fin-
gers. Compared to the apo-BMP structure, the BMP2 half 
of the heterodimer displays much less curvature in the 

β-strands that form the “fingers” of the BMP fold. When 
analyzed using DynDom, which can be used to meas-
ure differences in domain orientation between struc-
tures, the heterodimer structure shows a 23° decrease 
in curvature with a hinge point located in the “finger” 
region, measured at 19 Å from the dimerization disulfide 
cysteine (Fig. 6B) [64]. In contrast, the GDF5 half exhibits 

Fig. 6  Comparison of inhibitory activity of protein antagonists for heterodimers and homodimers. Inhibition of BMP signaling induced by BMP2 
(light blue), BMP4 (dark blue), GDF5 (green), BMP2/GDF5 (light purple), and BMP4/GDF5 (dark purple) by Gremlin 2 (A), Noggin (B), and NBL1 (C), 
as measured by luciferase reporter assay in BRITER osteoblast cells. Representative experiment shown. Data normalized to untreated control and 
analyzed using GraphPad Prism using non-linear regression with variable slope and least squares fit. Average IC50 of N=3 experiments with 95% 
confidence interval
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slightly increased curvature of the β-strands compared 
to apo-GDF5 (Fig.  6B). Here, the point of divergence 
(the “hinge”) occurs very close to the tips of the “finger-
tips,” 27 Å from the central disulfide bond, minimizing 
the number of residues that differ from the apo-GDF5 
structure. Thus, the fingers of the heterodimer can be 
described as opening on the BMP2 side and closing on 
the GDF5 side. This overall difference in curvature in the 
fingers across the dimer is responsible for the asymmetri-
cal shape of the growth factor. To aid in the discussion 
of these different sites we will name the type 1 site with 

the BMP2 fingers and the GDF5 wrist as BFGW and vice 
versa, GFBW, for the other side (Fig. S6).

Analysis of the surface electrostatics
The disparity in heparin/HS binding affinity between 
the BMP2/GDF5 heterodimer and the BMP2 and GDF5 
homodimers was initially observed in our protein pro-
duction protocol, where heparin affinity chromatography 
is used to separate the heterodimer from the homodi-
mers. This difference can be visualized when compar-
ing the solvent electrostatic potential of the homodimer 

Fig. 7  Structure of BMP2/GDF5 heterodimer and comparison of type 1 receptor binding sites to homodimers. A Structure of BMP2/GDF5 
heterodimer (PDBID: 8E3G) as compared to previously published apo structures of BMP2 (PDBID: 6OMN) and GDF5 (PDBID: 1WAQ) [46, 63]. BMP2 
monomer in blue, GDF5 monomer in green. B Differences in finger orientation of the BMP2 (Top panel) and GDF5 (Bottom panel) monomers 
in the heterodimer structure (purple) when compared to their respective homodimeric structures (BMP2 in blue, GDF5 in green) as determined 
by the DynDom server [64]. Flexible hinge point residues shown in red with the axis of rotation in black. Distance from dimerization cysteine to 
hinge is annotated in the lower panel of each comparison (gray). C Multisequence alignment of the mature domains of human BMP2, BMP4, and 
GDF5, performed using ClustalOmega [65]. Residues that form hydrogen bonds with type 2 receptors, as determined by PISA analysis of structure 
of BMP2:Alk3:ActRIIa highlighted in orange (PDBID: 2GOO) [66]. Residues that form hydrogen bonds with type 1 receptors, as determined by PISA 
analysis of structures of BMP2:Alk3 and GDF5:Alk6 highlighted in yellow (PDBIDs: 1REW, 3EVS) [67, 68]. Conserved hydrophobic residues that form 
hydrophobic interactions with the type 1 receptor highlighted in gray. Single amino acid difference implicated in Alk3 specificity highlighted in red 
[26]. Heparin-binding residues highlighted in blue. Secondary structure labeled according to the structure of BMP2 (PDBID: 6OMN) [63]
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and heterodimer structures. Here, the positively charged 
surfaces (colored blue) correspond to clusters of posi-
tively charged residues, including arginine and lysine, 
and are closely associated with heparin/HS binding 
regions (Fig.  8). The BMP2 HS binding site has been 
definitively mapped to a patch of lysine and arginine 
residues (QAKHKQRKRLK-) located the N-terminus of 
the mature polypeptide, at the base of the protein facing 
the cell (Figs. 7 C and 8, bottom view) [31]. Both BMP4 
and BMP2 have a continuous length of three basic amino 
acids, which in the case of BMP4 was demonstrated to 
be the key driver of heparin binding (Fig. 7C) [71]. GDF5 
possesses a similar number of lysine and arginine resi-
dues to BMP2 and BMP4, but they are spread out over 
a longer N-terminal extension, leading to a lower local 
concentration of positive charge (Fig.  7C). Additionally, 
GDF5 is extremely negatively charged at the base of the 
dimer, which likely offsets the effect of the smaller posi-
tive patches that can be observed in the front view of the 
surface (Fig.  8). GDF5’s lower heparin binding affinity 

results in reported mammalian serum levels 10-20 fold 
higher than those of other BMPs [72–74]. Using the crys-
tal structure, we analyzed the electrostatic surface of the 
BMP2/GDF5 heterodimer. This analysis revealed that 
the BMP2/GDF5 heterodimer displays a more neutrally 
charged surface at that site and retains enough positively 
charged residues from its BMP2 half to form a much 
more limited heparin/HS binding motif, consistent with 
its observed intermediate heparin binding affinity (Figs. 1 
and 8C).

Analysis of type 1 binding sites in the BMP2/GDF5 
structure
Previous structures have illuminated how both Alk3 
and Alk6 bind to BMP2 and GDF5, respectively [52, 
68]. There are many similarities between these two 
ligand:receptor complex structures, with conserved 
binding locations and hydrophobic interactions domi-
nating the interfaces, including the hydrophobic triad 
located at the concave finger regions of one monomer 

Fig. 8  Electrostatic comparison of BMP2/GDF5 to respective homodimers. Surface representation of homodimeric BMP2 (6OMN), GDF5 (1WAQ), 
and BMP2/GDF5 heterodimer (8E3G) colored by solvent electrostatic potential as determined by Adaptive Poisson-Boltzmann Solver (APBS) 
plugin in PyMol [46, 63, 69]. Residues not represented in the PDB deposition were modeled based on AlphaFold models of BMP2 and GDF5 [70]. 
Electrostatic scale ranges from -5 (red) to 5 (blue) kBTec

−1. Top, bottom and side views are displayed, including both asymmetrical sided of the 
BMP2/GDF5 heterodimer
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and the face of the wrist helix of the second (Fig, 7C). In 
addition, similar hydrogen bonds also promote recep-
tor binding (Fig. 7C). One key hydrogen bond is formed 
between the backbone of L333 of BMP2 and Q109 of 
Alk3, which when perturbed by mutation to proline, 
results in ablated receptor binding and signaling [75]. 
This specific hydrogen bond is also apparent in the struc-
ture of GDF5 bound to Alk6, although its necessity has 
not been experimentally validated [68]. These similari-
ties in receptor-binding interfaces are expected as BMP2 
signals through both Alk3 and Alk6, largely interchange-
ably. However, one key difference, and the reason that 
GDF5 has a noticeably lower affinity for Alk3 than Alk6, 
is a difference between the residue immediately following 
this key hydrogen bond at L333 (L451 in GDF5), which is 
Ala in BMP2 and Arg in GDF5. Mueller and colleagues 
showed that R452, which is located in the wrist of GDF5 
(A334 in BMP2), is the major factor that allows GDF5 to 
discriminate Alk6 over Alk3, likely due to steric clashes 
with Alk3 [26]. The BMP2/GDF5 heterodimer possesses 
two unique type 1 receptor binding sites, BFGW with this 
inhibitory Arg located in the wrist helix and GFBW with 
the more permissive Ala (Additional file 7: Fig. S6). Thus, 
the BFGW binding site will likely preferentially bind to 
Alk6 over Alk3. Indeed, superposition of both Alk3 and 
Alk6 into this site shows that R438 would sterically clash 
with Alk3, much like in homodimeric GDF5. However, 
due to the differences in curvature of the fingers, the type 
1 site is more open which shifts several hydrophobic resi-
dues away from the superimposed receptor. Thus, while 
the BFGW site maintains the discriminatory R438 residue 
of GDF5, the overall shape of the pocket is more open, 
which might allow the receptors to position themselves 
slightly differently than that observed for the homodi-
mers. The GFBW binding site is likely to function simi-
larly to homodimeric BMP2, with a preference for Alk3 
over Alk6 and the ability to signal strongly through both 
receptors.

We next attempted to gain experimental informa-
tion about the receptor specificity of each unique site 
in the heterodimer and to investigate the possibility of 
increased Alk3 affinity in the BFGW binding pocket. To 
do this, we took advantage of the BMP2 mutation, L333P, 
that disrupts type 1 receptor binding in order to disrupt 
receptor binding on one half of the heterodimer. First, 
the BMP2 homodimer with the L333P mutation was 
produced as a control and shown to not signal in a lucif-
erase reporter assay or bind Alk3 or Alk6 by SPR (Addi-
tional file 8: Fig. S7 and Additional file 9: Fig. S8). Using 
the L333P BMP2 we formed and isolated a heterodimer 
with WT GDF5, which would be predicted to have a 
disrupted type 1 receptor binding on one half (GFBW), 
leaving a single functional site on the other side (BFGW). 

The mutant heterodimer displayed a 10-fold reduction 
in signaling activity when compared to the WT heter-
odimer, but only a 2-fold reduction when compared to 
GDF5 using the BRITER cell reporter assay (Additional 
file 8: Fig. S7). Analyzing the mutant heterodimer by SPR 
also showed a reduction in receptor affinity (Additional 
file 9: Fig. S8). Using a 1:1 binding model, the mutant het-
erodimer, BMP2_L333P/GDF5, binds to both Alk3 and 
Alk6 with much lower affinity than homodimeric GDF5, 
consistent with the mutant only possessing a single type 
1 receptor binding site. While it is difficult to differenti-
ate the effects of avidity vs affinity in this binding system, 
it should be noted that the relative decrease in binding 
is similar for both Alk3 vs Alk6 binding (approximately 
a 5-fold decrease in KD when comparing BMP2_L333P/
GDF5 to WT GDF5 homodimer). Additionally, using a 
bivalent binding model reveals the initial binding events 
are almost identical between homodimeric GDF5 and 
heterodimeric BMP2_L333P/GDF5 for both Alk3 and 
Alk6 (Additional file  9: Fig. S8). This is consistent with 
functionally identical type 1 binding sites. This implies 
that at least in this experimental system, the decreased 
curvature of the BMP2 fingers does not have a measur-
able impact on binding, lending support to the binary 
complex modeling we performed. Accordingly, the 
increased overall affinity for the type 1 receptors by the 
heterodimers is likely due to having two different high-
affinity sites packaged together in one signaling ligand, 
with one side behaving like a GDF5 ligand and the other 
behaving like a BMP, with specificity dictated by the wrist 
region. Unfortunately, we were unable to replicate these 
findings by disrupting the BFGW site, as GDF5 mutations 
did not properly refold.

Discussion
In recent years, there has been an increased interest in 
the study of heterodimeric growth factors in the TGFβ 
superfamily. These proteins, unlike the better-studied 
homodimers, could serve as asymmetric signaling plat-
forms that target a wider array of receptors to induce 
signaling on a broader level by combining features of 
both “parent” monomers as well as novel features [35–
37]. Unfortunately, only a relatively few papers have been 
published on a handful of BMP heterodimers. This is 
in part due to the difficulty in producing and purifying 
recombinant heterodimeric proteins, and in the difficulty 
of isolating heterodimer-specific activity from that of 
homodimer in model systems. Accordingly, at the molec-
ular level, relatively little is known about the general 
mechanism of BMP heterodimer function, which struc-
tural elements are key to their unique activities, and even 
which of the numerous “potential” heterodimers might 
exist naturally or can be artificially synthesized.
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In order to extend the study of BMP heterodimers 
into novel proteins, specifically ones containing mem-
bers of the GDF5/6/7 subclade which have not been 
previously studied, we synthesized recombinant BMP2/
GDF5 and BMP4/GDF5 through the oxidative refolding 
of bacterially produced mature proteins (Fig. 1). We have 
demonstrated that these heterodimers possess unique 
biochemical and biological properties. Indeed, we have 
established that both heterodimers are more potent 
signaling molecules than their corresponding homodi-
meric proteins, in both in  vitro and in  vivo experimen-
tal systems. It should be noted that all these experiments 
were performed using recombinant protein produced in 
E. coli. There is evidence that some bacterially produced 
BMPs are less potent than when produced in mammalian 
cells, including commercially available BMP2 and BMP4 
[75–77]. However, as all these proteins are bacterially 
produced, the direct comparison between homodimer 
and heterodimer activity is valid.

This study represents the first structure of a TGFβ het-
erodimer, which highlights the asymmetrical receptor 
binding pockets and curvature of the BMP2/GDF5 het-
erodimer. Interestingly, these differences have not been 
observed across the current apo structures of any BMP 
ligands, not simply those of BMP2 and GDF5. This asym-
metric structure allows the heterodimers to bind with 
a combined higher affinity to both Alk3 and Alk6 than 
either of the homodimers, which are more optimized 
for a single type 1 receptor. This is consistent with an 
increase in heterodimer signaling potency when com-
pared to their component homodimers, driven by a high 
affinity for a wider array of type 1 receptors. Since the 
affinities for type 2 receptors and susceptibility to antago-
nists is similar between the homo- and heterodimers, the 
observed potency differences are not derived from these 
interactions.

The importance of studying protein activity across a 
range of model types is highlighted by comparing the dif-
ferences seen here between our in vitro and in vivo sys-
tems. In the BRITER luciferase reporter assay system, all 
homodimeric BMPs induced signaling at similar rates, 
with EC50 around 4–5 nM. However, BMP2 had a much 
higher maximum signal than either GDF5 or BMP4. The 
heterodimers induced signaling at lower concentrations 
than the homodimers, with EC50s ~1.5 nM, and also 
demonstrated higher maximum signaling (Fig.  2). This 
could be explained by the relatively higher average affin-
ity to both Alk3 and Alk6 of the heterodimers and, to a 
lesser extent, BMP2 (Fig. 5).

In more complex in  vivo systems, which offer a more 
complete model of protein biology, different homodi-
meric BMPs had differential potencies. In a Xenopus 
development assay, GDF5 signaled much more potently 

at lower concentrations than did BMP2 or BMP4 (Fig. 3). 
While this could potentially be explained by differences 
in receptor expression between assay systems, previous 
research has shown that Xenopus blastula express roughly 
equivalent levels of Alk3 and Alk6 between stages NF7-
NF37 [78]. Other possible explanations are the presence 
of extracellular antagonists such as Noggin in the system, 
and the presence of a complex extracellular matrix com-
prised partially of heparin sulfate proteoglycans [61, 62, 
79]. GDF5 is partially resistant to Noggin antagonism 
(Fig.  6) and possesses a lower affinity to heparan than 
BMP2 or BMP4 (Fig. 1), which could mean that it diffuses 
more widely and is more available for longer-term signal-
ing [72–74]. In effect, GDF5 may have the ability to serve 
as more of an endocrine signaling molecule, as opposed 
to BMP2 and BMP4. This is supported by the in  situ 
hybridization data, performed on samples collected only 
a few hours post-injection showing a much broader range 
of signaling for GDF5, which agrees with the results of 
the DAI scoring (Fig. 3). Interestingly, in this system, the 
heterodimers induce signaling at levels similar to GDF5, 
in spite of a lack of protection from Noggin antagonism 
and an intermediate heparan affinity. Thus, the presence 
of the GDF5 chain both decreases heparin binding and 
increases total receptor affinity. In contrast, in an in vivo 
assay system using zebrafish, the BMP2/GDF5 heter-
odimer signals more potently than either homodimeric 
BMP2 or GDF5 while BMP2 induces signaling much 
more robustly than GDF5. In this system, the proteins are 
tested at a much more biologically relevant concentra-
tion, and over a much shorter time scale, likely mitigating 
any diffusion-induced effects.

Conclusions
In summary, we have developed novel BMP2/GDF5 and 
BMP4/GDF5 heterodimers which signal more potently 
than homodimeric BMP2, BMP4. or GDF5 across an 
array of in vitro and more complex in vivo assays. Inter-
estingly, in each of these experimental systems, the tested 
heterodimers functioned similarly to the most potent 
homodimer, BMP2 in zebrafish signaling assay and GDF5 
in Xenopus development. In each case, the heterodimer 
retains the function of its monomeric component most 
suited to high activity. The evidence presented here 
indicates that this is likely due, at least in part, to a high 
affinity of the heterodimers to multiple different type 1 
receptors. While this is likely the main driver of potency, 
the heterodimers also display differences in heparin affin-
ity and may retain a higher diffusion potential similar to 
GDF5.

One advantage of developing these techniques for 
recombinant heterodimer formation is that it allows one 
to modify each individual chain to generate a spectrum 
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of ligands. Initially proposed in the laboratory of Senyon 
Choe, these bacterial heterodimers can be used to gen-
erate asymmetrical signaling molecules with specifi-
cally tailored properties, say a single chain with specific 
receptor affinity or resistance to a specific antagonist. 
These specifically tailored heterodimers could then be 
used as a biochemical tool to interrogate the impor-
tance of bivalent interactions in TGFβ biology: whether 
a hetero-receptor complex displays alternative biology 
or determining the importance of avidity interactions for 
different protein antagonists. In addition, as recombinant 
BMPs are utilized more and more frequently as therapeu-
tics, a more precisely tunable signaling platform could be 
important for targeting specific biological functions.

In addition to serving as biochemical tools and as 
potential new therapeutics, further work is needed to 
determine whether these BMP/GDF heterodimeric 
proteins are biologically relevant. Given the TGFβ fam-
ily consists of approximately 30 genes, a combinatorial 
analysis proposes the possibility of over 500 potential 
heterodimeric proteins. The generation of artificial 
recombinant ligands should help determine whether 
these specific BMP/GDF heterodimers, and which of 
the other 500+ possible heterodimers, naturally occur, 
and what their biological roles may be. The platform 
described in this paper can aid in the very challeng-
ing aspects of heterodimer identification and functional 
characterization.

Methods
Protein Production
The cDNA constructs for mature BMP2 (received from 
Hongwen Ma), BMP4, and GDF5 were cloned into the 
pET21a bacterial expression vectors and transformed 
into Rosetta (DE3) E. coli. The BMP2 L333P mutant was 
generated by performing overlapping primer PCR on the 
BMP2 construct. Transformed bacteria were grown to 
log phase and induced with 1 mM IPTG. After 18h, the 
bacterial cultures were pelleted and sonicated to isolate 
the inclusion bodies, which were then washed with PBS 
with 0.1 % Triton X and solubilized in 8 M urea, 100 mM 
DTT, 100 mM TRIS and 1 mM EDTA (pH 8.5). Solubi-
lized inclusion bodies were dialyzed into 4 M urea, 100 
mM TRIS, and 1 mM EDTA acidified to pH ~3.0 with 
glacial acetic acid. Dialyzed samples were then clarified 
by centrifugation to isolate soluble BMP from insoluble 
contaminating proteins and visualized by SDS-PAGE to 
ensure a minimum of 90 % purity. BMP2 or BMP4 was 
then mixed with a molar equivalent of GDF5 and diluted 
dropwise to a final concentration of 0.1 mg/mL in an 
oxidative refolding buffer containing 0.1 M Tris pH 8.5, 
0.5 M L-Arginine, 0.3 % CHAPS, 150 mM NaCl, 1 mM 
reduced glutathione, 1 mM oxidized glutathione, 1 mM 

EDTA [46, 47]. After 5 days, the refolded protein was 
diluted 1:2 in urea to a final concentration of 4 M, HCl 
added to adjust the pH to ~5, and loaded onto a heparin 
affinity column. Protein was then eluted with a NaCl gra-
dient from 150 to 650 mM over 30 column volumes to 
separate out homodimers from heterodimer by variable 
heparin affinity. Purity was confirmed with SDS-PAGE, 
western blot, and MALDI-TOF mass spectroscopy (UC-
COM Proteomics Core). This protocol was modified 
from those developed for the production of BMP2 and 
GDF5 by oxidative refolding of bacterially produced pro-
tein in inclusion bodies [46, 47]. Gremlin-2 and NBL1 
were produced as previously described [80, 81]. Recom-
binant Noggin was purchased from Peprotech.

All recombinant proteins produced for this manuscript 
were quantitated by measuring the A280 on a spectro-
photometer, corrected using the theoretical extinction 
coefficient (as calculated by Expasy ProtParam). These 
values were then confirmed by SDS-PAGE stained with 
colloidal Coomassie and BCA assay. Upon quantita-
tion, all proteins were flash-frozen in small aliquots and 
thawed as needed for experiments.

Western blots
Protein samples were subjected to SDS-PAGE under 
both reducing and non-reducing conditions, to detect 
both the dimer and its component monomers. Gels 
were then incubated in a buffer containing the reduc-
ing agents BME and DTT to reduce the proteins in gel, 
which increases consistency in antibody binding, before 
being transferred to nitrocellulose membranes. Mem-
branes were then probed with anti-BMP2 (rabbit IgG, 
Fitzgerald 70R-BR001), anti-BMP4 (rabbit IgG, Invitro-
gen PA5-78875), or anti-GDF5 (goat IgG, R&D AP-853). 
Secondary antibodies used were mouse anti-rabbit IgG-
HRP (Santa Cruz sc-2357) and horse anti-goat IgG-HRP 
(Vector PI-9506).

Cell culture
BRITER cells, a BMP2 and BMP4 deficient murine oste-
oblast cell line stably transfected to produce luciferase 
dependent on a SMAD1/5/9 activated BRE promoter 
(a gift from Amitabha Bandyopadhyay), were grown in 
MEM α supplemented with 10% FBS, 100 μg/mL Hygro-
mycin B and 1X Penicillin/Streptavidin [48]. Cells were 
passaged every 3-4 days, split 1:10, and grown under cul-
ture conditions at 37 °C with 5% CO2.

Luciferase reporter assays
BRITER cells were plated in a 96-well microplate at a 
concentration of 20,000 cells/well and allowed to attach 
for 18 h. Growth media was then replaced with serum-
free Dulbecco’s modified essential media (Corning, 
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10-017-CV) and cells were starved for 5 h. For excita-
tion assays, cells were then treated with exogenous 
BMP protein serially diluted (from 500 nM to 0.049 
nM) in DMEM. For inhibition assays, inhibitory pro-
teins were diluted (from 1 μM to 0.1 nM) in DMEM 
with a constant amount of ligand (1 nM BMP2, 1 nM 
BMP2/GDF5, 1 nM BMP4/GDF5, 5 nM BMP4, 5 nM 
GDF5). After 3 h, cells were lysed, added to luciferin 
reagent (Promega, E1501), and luciferase activity was 
determined by measuring luminescence over 10 s with 
a Biotek Synergy H1 plate reader using Gen5 software. 
Data were normalized to untreated controls, plotted 
using GraphPad Prism, and analyzed by non-linear 
regression. All experiments were performed in tripli-
cate. Reported values are an average of N=3 separate 
experiments.

Surface plasmon resonance
Binding kinetics of BMP growth factors to their high-
affinity type 1 receptors were determined by surface 
plasmon resonance using a BIAcore T-200 optical sen-
sor system (GE Healthcare) and analyzed using BIAe-
valuation 4.1 software as previously reported [44]. In 
brief, chimeric FC-(Alk6)2 (R&D, Cat#: 505-PR-100), 
FC-(Alk3)2 (R&D, Cat#: 315-BR-100/CF), FC-(Alk1)2 
(R&D, Cat#: 370-AL-100), or FC-(Alk2)2 (R&D, Cat#: 
637-AR-100) were coupled to a Series S Protein A chip 
(Cytiva, 29127556). Purified homodimeric and heter-
odimeric BMP proteins, serially diluted in SPR buffer 
(20 mM HEPES pH 7.4, 350 mM NaCl, 0.005 % P-20, 
0.5 mg/mL BSA, 3.4 mM EDTA) from a concentration 
of 6.25–0.049 nM, were flowed over the chip at 50 μL/
min for 300 s to determine association, then washed off 
for 1000 s to determine dissociation. Type 1 receptor 
binding data was analyzed for kinetic binding using a 
1:1 fit, as an average measure for receptor affinity for 
a single ligand, or using a bivalent fit, to distinguish 
between the initial binding event and the 2nd binding 
event to the 2nd binding site on the dimer.

Binding of the BMP growth factors to their lower 
affinity type 2 receptors is too transient to be suc-
cessfully analyzed using a kinetic fit, thus affinity was 
measured by steady-state interactions. Chimeric FC-
(ActRIIa)2 (R&D, Cat#: 340-R2-100/CF), FC-(ActRIIb)2 
(R&D, Cat#: 339-RB-100/CF), or FC-(BMPR2)2 (R&D, 
Cat#: 811-BR-100) were coupled to a Series S Protein 
A chip (Cytiva, 29127555). Purified homodimeric and 
heterodimeric BMP proteins, serially diluted in SPR 
buffer from a concentration of 100–0.198 nM, were 
flowed over the chip at 50 mL/min for 300 s to deter-
mine association, then washed off for 1000 s to deter-
mine dissociation.

Xenopus development assays
Stage 9 Xenopus laevis blastula, >55 per condition, were 
microinjected into the blastocoel with different concen-
trations of purified BMP ligand homodimers or heterodi-
mer: 0.05 pmol in 4.3 nL, 0.15 pmol in 13nL, 0.5 pmol 
in 40nL, 1.5 pmol in 120nL or with 10mM HCl vehicle 
control at the same volumes. Dose-response experiments 
measuring embryo survival were performed to determine 
the minimal effective dose of BMP ligand homodimers or 
heterodimers for subsequent biological assays (Fig.  3A). 
Embryos were permitted to develop until stage NF37, 
and then blindly scored using the dorso-anterior index 
(DAI) to determine the extent of ventralization caused 
by excessive BMP signaling [49, 82]. In the DAI scoring 
system, 5 is a normally developed tadpole and increas-
ing ventralization corresponds with a progressively lower 
score down to 0 for a fully ventralized blastula (Fig.  3) 
[49]. Injected Xenopus blastula were compared to unin-
jected controls. DAI scoring is reported for the 0.15 pmol 
and 0.5 pmol doses.

An additional 20 embryos per condition were injected 
and fixed at gastrula stage NF10, bisected, and assayed 
by in  situ hybridization to determine the expansion of 
ventx1/2 expression, which are well-known direct BMP/
SMAD1 target genes as described previously [82, 83]. 
In situ hybridization results are reported for embryos 
injected with 0.15 pmol and 0.05 pmol doses. All Xeno-
pus experiments were performed in compliance with 
ethical regulations outlined by the NIH and institutional 
guidelines under Cincinnati Children’s Hospital Medi-
cal Center Institutional Animal Care and Use Commit-
tee (IACUC) approved protocol IACUC2022-0026, 
approved 7/22/2022.

Experiments with <50% survival of control embryos 
were excluded. DAI scoring experiments were performed 
a minimum of 3 independent times while in situ hybridi-
zation staining was performed once. Data were analyzed 
by 1W-ANOVA or Chi-square test in Prism 9 (Graph-
Pad). Graphs were created in Prism 9.

Zebrafish signaling assay
Bmp7asb1aub mutant Zebrafish embryos at 3 hpf were 
injected with 0.08 fmol of recombinant BMP2 homodi-
mer, GDF5 homodimer, or BMP2/GDF5 heterodimer 
protein. After 30 min, embryos were fixed in 4% PFA 
PBS, and subjected to immunohistochemistry to probe 
for pSMAD5 to quantify nuclear pSMAD5 as previously 
described [57]. The pSMAD5 antibody was obtained 
from Cell Signaling Technology (#13820). Imaging was 
performed using a Zeiss LSM 880 confocal microscope 
with a LD LCI Plan-Apochromat 25×/0.8 Immersion 
Corr DIC M27 multi-immersion lens. Quantification of 
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the nuclear pSMAD5 fluorescence in embryos was done 
by calculating the average intensity of the brightest 75% 
of nuclei minus the average intensity of the dimmest 25% 
(assumed background). Signaling was compared to unin-
jected WT and uninjected mutant controls and also ana-
lyzed for nuclear pSMAD5 by immunohistochemistry.

Crystallography
Crystals were produced using the hanging drop method. 
Purified BMP2/GDF5 heterodimer, whose identity had 
been confirmed by mass spectrometry, was concen-
trated to 12.4 mg/mL in 10 mM HCl, and then screened 
for crystallization conditions. Optimized crystals were 
grown in 100 mM Tris (pH 8.0) with 0.5 M Mg for-
mate, harvested, cryo-protected in 200 mM HEPES (pH 
7.5) with 4 M Mg formate, and frozen in liquid nitro-
gen. X-ray diffraction data were collected with an Eiger 
16M detector at the GM-CA beamline 23-ID-B of the 
Advanced Photon Source at Argonne National Labo-
ratories. Diffraction data were indexed using iMosfilm, 
scaled with Aimless, and phases were generated using 
molecular replacement searching with the previously 
solved structures of BMP2 (1REU) and GDF5 (1WAQ), 
using PhaserMR [26, 63, 67, 84–86]. Final refinement was 
performed with Phenix Refine and REFMAC5, and mod-
elbuilding was done in Coot and validated using Molpro-
bity [87–90].

The structure was submitted to PDB-REDO for vali-
dation [91]. As an additional form of internal valida-
tion, models of homodimeric BMP2, homodimeric 
GDF5, heterodimeric BMP2/GDF5 with the chain posi-
tions swapped, and heterodimeric BMP2/GDF5 with 
the chains in the final solved positions were generated 
using the final structure as a location framework and the 
BMP2 and GDF5 monomeric structures from 6OMN 
and 1WAQ, respectively [26, 63]. These models were 
used to phase the initial mtz file and then subjected to a 
single, identical refinement step. While all models were 
successfully phased, upon refinement there was a sharp 
divergence whereby the heterodimeric structure with 
the BMP2 and GDF5 chains placed in their final solved 
position (as opposed to their positions inverted), resulted 
in Rwork and Rfree scores 3% better than any of the other 
tested models. These validation steps gave us confidence 
in our final model. The Ramachandran outliers observed 
are consistent with previously solved crystal structures of 
BMP2 and GDF5 [26, 67].

Structural analysis and modeling
Dynamic regions of the BMP2/GDF5 heterodimer struc-
ture (8E3G) were compared to homodimeric BMP2 
(6OMN) and homodimeric GDF5 (1WAQ) using the 
DynDom server [26, 63, 64]. Type 1 receptor binding 

was modeled by aligning the heterodimer structure to 
specific monomers of published binary structures of 
BMP2:Alk3 (1REW) and GDF5:Alk6 (3EVS) in PyMol 
[67, 68, 92]. Models were produced of Alk3 and Alk6 
interacting with each unique type 1 binding site at the 
heterodimer, with the receptor placement determined by 
aligning to the wrist helix interface of each binary struc-
ture. Additional models of BMP2:Alk6 and GDF5:Alk3 
interactions were produced in the same way. All mod-
els were analyzed using the PISA webserver for pre-
dicted interface stability and binding energy [93, 94]. For 
appropriate electrostatic surface mapping, the additional 
N-terminal residues that comprise the heparin-bind-
ing domains of BMP2 and GDF5, which do not appear 
in density for any solved structure, were modeled in 
as unstructured loops using the AlphaFold models of 
BMP2 and GDF5 [70]. Electrostatic surface representa-
tion was then generated by APBS [69].
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Additional file 1: Figure S1. Validation of heterodimer identity and purity 
by mass spectrometry. Mass of purified protein peaks separated by hepa-
rin affinity chromatography validated by MALDI-TOF mass spectrometry. 
Measured molecular weight (MW) within permitted error of theoretical 
MW for pure homodimeric or heterodimeric proteins. Note: our construct 
of BMP4 contains an additional Met residue on the N-terminus of the pro-
tein, which impacts the predicted molecular weight of BMP4 homodimer, 
BMP4/GDF5 and monomeric BMP4 accordingly.

Additional file 2: Figure S2. Representative SPR kinetic binding curves 
for ligand interactions with type 1 receptors. Representative plots of SPR 
binding curves of homodimeric and heterodimeric ligands to type 1 
receptor Fc chimeras. Experimental traces (black) were fit using a 1:1 bind-
ing model and the fits are represented as a red line. All experiments were 
performed with variable ligand concentrations between 6.25 nM – 0.045 
nM.

Additional file 3: Figure S3. Calculated association and dissociation 
binding constants for ligand interactions with type 1 receptors, deter-
mined by kinetic SPR. Average of N=2 experiments.

Additional file 4: Figure S4. Representative SPR kinetic binding curves 
for ligand interactions with more type 1 receptors. Representative binding 
curves of BMP2 binding to Alk2 and Alk1, measured by SPR. All tested 
growth factors bound similarly to these receptors. All experiments were 
performed with variable ligand concentrations between 6.25 nM – 0.045 
nM.

Additional file 5: Figure S5. Steady-state analysis for ligand interactions 
with type 2 receptors. A) Representative T2 binding curve, GDF5 and 
(ActRIIB)2-Fc, and Steady-State binding fit. B) Table of binding constants 
(KD, in nM) of homodimeric and heterodimeric growth factors to type 2 
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receptors, determined by steady state analysis. Average of N=2 experi-
ments. All experiments were performed with variable ligand concentra-
tions between 100 nM – 0.195 nM (for ActRIIA and BMPR2) or 25 nM 
– 0.195 nM (ActRIIB).

Additional file 6: Table S1. X-ray diffraction data and refinement 
statistics.

Additional file 7: Figure S6. Comparison of type 1 receptor binding 
pockets of BMP2, GDF5, and BMP2/GDF5 heterodimer. The Alk3 and Alk6 
extracellular domains from binary complex structures 1REW and 3EVS, 
respectively, were aligned (using PyMol) to homodomeric BMP2 (6OMN), 
GDF5 (1WAQ) or BMP2/GDF5 heterodimer (8E3G), based on the alignment 
of the ligands targeting the wrist helix of binding pocket [46, 63, 92]. 
Residues within 5Å of receptors colored yellow. Leucine required for type 
1 binding (L333 in BMP2, L451 in GDF5) in cyan [67]. Residue implicated 
in Alk3 vs Alk6 binding preference in GDF5 in red (A334 in BMP2, R452 in 
GDF5) [26].

Additional file 8: Figure S7. Luciferase reporter assay for mutant het-
erodimer. Luciferase Reporter Assay used to compare function of BMP2/
GDF5 heterodimer (purple) to BMP2 homodimer (blue), GDF5 homodi-
mer (green), or a combination of BMP2 and GDF5 homodimers (gray). 
Representative curves shown. Data normalized to untreated control and 
analyzed using GraphPad Prism using non-linear regression to determine 
EC50. Data tables display an average of N=3 experiments, with 95 % 
confidence range reported.

Additional file 9: Figure S8. SPR kinetic binding curves for mutant het-
erodimer. SPR binding results for GDF5, BMP2_L333P, and BMP2_L333P/
GDF5 heterodimer, analyzed for kinetic binding using both a 1:1 binding 
model and a Bivalent binding model. All experiments were performed 
with variable ligand concentrations between 6.25 nM – 0.045 nM.

Acknowledgements
We would like to thank members of the Thompson laboratory for helpful 
discussions regarding the manuscript.

Authors’ contributions
The work was conceptualized by G.R.G, K.N, and T.B.T. The experiments were 
performed by G.R.G, K.N., C.K., A.P.K., Z.A., J.Z., and M.C. The data was analyzed 
by G.R.G, K.N., A.P.K., Z.A., N.A.E, J.Z., M.C.M, A.M.Z., and T.B.T. The manuscript 
was written by G.R.G. and edited by K.N., A.P.K., N.A.E., J.Z., M.C.M., A.M.Z., and 
T.B.T. All authors read and approved the final manuscript.

Funding
NIH R35 GM134923-03, NIH R35 GM131908.

Availability of data and materials
The atomic coordinates for the crystal structure presented in this work are 
available in the RCSB Protein Data Bank, under the code 8E3G All other pri-
mary data and materials produced for this project will be made available upon 
request by the corresponding author.

Declarations

Ethics approval and consent to participate
Xenopus experiments were performed in compliance with ethical regulations 
outlined by the NIH and institutional guidelines under Cincinnati Children’s 
Hospital Medical Center Institutional Animal Care and Use Committee (IACUC) 
approved protocol IACUC2022-0026, approved 7/22/2022.
Zebrafish, Danio rerio, experiments were performed in compliance with 
ethical regulations outlined by the NIH and institutional guidelines under 
the University of Pennsylvania Institutional Animal Care and Use Committee 
(IACUC) protocol 804214, approved 03/04/2022.

Consent for publication
Not applicable.

Competing interests
T.B.T is a consultant for Alnylam Pharmaceuticals and Keros Therapeutics. The 
remaining authors have nothing to declare.

Received: 6 September 2022   Accepted: 19 January 2023

References
	1.	 Urist MR, Strates BS. Bone morphogenetic protein. J Dent Res. 

1971;50(6):1392–406.
	2.	 Reddi AH. Bone morphogenetic proteins: from basic science to clinical 

applications. J Bone Joint Surg Am. 2001;83-A(Suppl 1(Pt 1)):S1–6.
	3.	 Wozney JM. The bone morphogenetic protein family and osteogenesis. 

Mol Reprod Dev. 1992;32(2):160–7.
	4.	 Hinck AP, Mueller TD, Springer TA. Structural Biology and Evolution of the 

TGF-β Family. Cold Spring Harb Perspect Biol. 2016;8(12):a022103.
	5.	 Massagué J. TGFβ signaling in context. Nat Rev Mol Cell Biol. 

2012;13(10):616–30.
	6.	 Goebel EJ, Hart KN, McCoy JC, Thompson TB. Structural biology of the 

TGFβ family. Exp Biol Med (Maywood). 2019;244(17):1530–46.
	7.	 Gipson GR, Goebel EJ, Hart KN, et al. Structural perspective of BMP 

ligands and signaling. Bone. 2020;140:115549.
	8.	 Wang RN, Green J, Wang Z, et al. Bone Morphogenetic Protein (BMP) sign-

aling in development and human diseases. Genes Dis. 2014;1(1):87–105.
	9.	 Batlle E, Massagué J. Transforming Growth Factor-β Signaling in Immunity 

and Cancer. Immunity. 2019;50(4):924–40.
	10.	 Cai J, Pardali E, Sánchez-Duffhues G, ten Dijke P. BMP signaling in vascular 

diseases. FEBS Lett. 2012;586(14):1993–2002.
	11.	 Salazar VS, Gamer LW, Rosen V. BMP signalling in skeletal development, 

disease and repair. Nat Rev Endocrinol. 2016;12(4):203–21.
	12.	 Bach DH, Park HJ, Lee SK. The Dual Role of Bone Morphogenetic Proteins 

in Cancer. Mol Ther Oncolytics. 2017;8:1–13.
	13.	 Zabkiewicz C, Resaul J, Hargest R, Jiang WG, Ye L. Bone morphogenetic 

proteins, breast cancer, and bone metastases: striking the right balance. 
Endocr Relat Cancer. 2017;24(10):R349–66.

	14.	 Nakamura J, Yanagita M. Bmp modulators in kidney disease. Discov Med. 
2012;13(68):57–63.

	15.	 Orriols M, Gomez-Puerto MC, Ten Dijke P. BMP type II receptor as a 
therapeutic target in pulmonary arterial hypertension [published 
correction appears in Cell Mol Life Sci. 2017 May 23;:]. Cell Mol Life Sci 
2017;74(16):2979-2995.

	16.	 Derwall M, Malhotra R, Lai CS, et al. Inhibition of bone morphogenetic 
protein signaling reduces vascular calcification and atherosclerosis. 
Arterioscler Thromb Vasc Biol. 2012;32(3):613–22.

	17.	 Liu DB, Sui C, Wu TT, Wu LZ, Zhu YY, Ren ZH. Association of Bone Morpho-
genetic Protein (BMP)/Smad Signaling Pathway with Fracture Healing 
and Osteogenic Ability in Senile Osteoporotic Fracture in Humans and 
Rats. Med Sci Monit. 2018;24:4363–71.

	18.	 Sun K, Guo J, Yao X, Guo Z, Guo F. Growth differentiation factor 5 in 
cartilage and osteoarthritis: A possible therapeutic candidate. Cell Prolif. 
2021;54(3):e12998.

	19.	 Shi M, Zhu J, Wang R, et al. Latent TGF-β structure and activation. Nature. 
2011;474(7351):343–9.

	20.	 Gentry LE, Webb NR, Lim GJ, et al. Type 1 transforming growth factor 
beta: amplified expression and secretion of mature and precur-
sor polypeptides in Chinese hamster ovary cells. Mol Cell Biol. 
1987;7(10):3418–27.

	21.	 Wakefield LM, Smith DM, Broz S, Jackson M, Levinson AD, Sporn MB. 
Recombinant TGF-beta 1 is synthesized as a two-component latent com-
plex that shares some structural features with the native platelet latent 
TGF-beta 1 complex. Growth Factors. 1989;1(3):203–18.

	22.	 Neugebauer JM, Kwon S, Kim HS, et al. The prodomain of BMP4 
is necessary and sufficient to generate stable BMP4/7 heterodi-
mers with enhanced bioactivity in vivo. Proc Natl Acad Sci U S A. 
2015;112(18):E2307–16.

	23.	 Sopory S, Nelsen SM, Degnin C, Wong C, Christian JL. Regulation of bone 
morphogenetic protein-4 activity by sequence elements within the 
prodomain. J Biol Chem. 2006;281(45):34021–31.



Page 19 of 20Gipson et al. BMC Biology           (2023) 21:16 	

	24.	 Nickel J, Mueller TD. Specification of BMP Signaling. Cells. 2019;8(12):1579.
	25.	 Katagiri T, Watabe T. Bone Morphogenetic Proteins. Cold Spring Harb 

Perspect Biol. 2016;8(6):a021899.
	26.	 Nickel J, Kotzsch A, Sebald W, Mueller TD. A single residue of 

GDF-5 defines binding specificity to BMP receptor IB. J Mol Biol. 
2005;349(5):933–47.

	27.	 Nolan K, Kattamuri C, Rankin SA, Read RJ, Zorn AM, Thompson TB. Struc-
ture of Gremlin-2 in Complex with GDF5 Gives Insight into DAN-Family-
Mediated BMP Antagonism. Cell Rep. 2016;16(8):2077–86.

	28.	 Song K, Krause C, Shi S, et al. Identification of a key residue mediating 
bone morphogenetic protein (BMP)-6 resistance to noggin inhibition 
allows for engineered BMPs with superior agonist activity. J Biol Chem. 
2010;285(16):12169–80.

	29.	 Nolan K, Thompson TB. The DAN family: modulators of TGF-β signaling 
and beyond. Protein Sci. 2014;23(8):999–1012.

	30.	 Piccolo S, Sasai Y, Lu B, De Robertis EM. Dorsoventral patterning in Xeno-
pus: inhibition of ventral signals by direct binding of chordin to BMP-4. 
Cell. 1996;86(4):589–98.

	31.	 Ruppert R, Hoffmann E, Sebald W. Human bone morphogenetic protein 2 
contains a heparin-binding site which modifies its biological activity. Eur 
J Biochem. 1996;237(1):295–302.

	32.	 Irie A, Habuchi H, Kimata K, Sanai Y. Heparan sulfate is required for bone 
morphogenetic protein-7 signaling. Biochem Biophys Res Commun. 
2003;308(4):858–65.

	33.	 Tillet E, Ouarné M, Desroches-Castan A, et al. A heterodimer formed by 
bone morphogenetic protein 9 (BMP9) and BMP10 provides most BMP 
biological activity in plasma. J Biol Chem. 2018;293(28):10963–74.

	34.	 Ayerst BI, Smith RA, Nurcombe V, Day AJ, Merry CL, Cool SM. Growth 
Differentiation Factor 5-Mediated Enhancement of Chondrocyte 
Phenotype Is Inhibited by Heparin: Implications for the Use of Heparin 
in the Clinic and in Tissue Engineering Applications. Tissue Eng Part A. 
2017;23(7-8):275–92.

	35.	 Valera E, Isaacs MJ, Kawakami Y, Izpisúa Belmonte JC, Choe S. BMP-2/6 
heterodimer is more effective than BMP-2 or BMP-6 homodimers as 
inductor of differentiation of human embryonic stem cells. PLoS One. 
2010;5(6):e11167.

	36.	 Little SC, Mullins MC. Bone morphogenetic protein heterodimers assem-
ble heteromeric type I receptor complexes to pattern the dorsoventral 
axis. Nat Cell Biol. 2009;11(5):637–43.

	37.	 Kim HS, Neugebauer J, McKnite A, Tilak A, Christian JL. BMP7 functions 
predominantly as a heterodimer with BMP2 or BMP4 during mammalian 
embryogenesis. Elife. 2019;8:e48872.

	38.	 Schmid B, Fürthauer M, Connors SA, et al. Equivalent genetic roles for 
bmp7/snailhouse and bmp2b/swirl in dorsoventral pattern formation. 
Development. 2000;127(5):957–67.

	39.	 Nishimatsu S, Thomsen GH. Ventral mesoderm induction and patterning 
by bone morphogenetic protein heterodimers in Xenopus embryos. 
Mech Dev. 1998;74(1-2):75–88.

	40.	 Kirsch T, Sebald W, Dreyer MK. Crystal structure of the BMP-2-BRIA ecto-
domain complex. Nat Struct Biol. 2000;7(6):492–6.

	41.	 Greenwald J, Groppe J, Gray P, et al. The BMP7/ActRII extracellular domain 
complex provides new insights into the cooperative nature of receptor 
assembly. Mol Cell. 2003;11(3):605–17.

	42.	 Wang CY, Xu Y, Traeger L, et al. Erythroferrone lowers hepcidin by seques-
tering BMP2/6 heterodimer from binding to the BMP type I receptor 
ALK3. Blood. 2020;135(6):453–6.

	43.	 Mottershead DG, Sugimura S, Al-Musawi SL, et al. Cumulin, an Oocyte-
secreted Heterodimer of the Transforming Growth Factor-β Family, Is a 
Potent Activator of Granulosa Cells and Improves Oocyte Quality. J Biol 
Chem. 2015;290(39):24007–20.

	44.	 Stocker WA, Walton KL, Richani D, et al. A variant of human growth dif-
ferentiation factor-9 that improves oocyte developmental competence. J 
Biol Chem. 2020;295(23):7981–91.

	45.	 Thomas JT, Kilpatrick MW, Lin K, et al. Disruption of human limb mor-
phogenesis by a dominant negative mutation in CDMP1. Nat Genet. 
1997;17(1):58–64.

	46.	 Mueller TD, Gottermeier M, Sebald W, Nickel J. Crystallization and prelimi-
nary X-ray diffraction analysis of human growth and differentiation factor 
5 (GDF-5). Acta Crystallogr Sect F Struct Biol Cryst Commun. 2005;61(Pt 
1):134–6.

	47.	 Kübler NR, Reuther JF, Faller G, Kirchner T, Ruppert R, Sebald W. Inductive 
properties of recombinant human BMP-2 produced in a bacterial expres-
sion system. Int J Oral Maxillofac Surg. 1998;27(4):305–9.

	48.	 Yadav PS, Prashar P, Bandyopadhyay A. BRITER: a BMP responsive osteo-
blast reporter cell line. PLoS One. 2012;7(5):e37134.

	49.	 Kao KR, Elinson RP. The entire mesodermal mantle behaves as Spemann’s 
organizer in dorsoanterior enhanced Xenopus laevis embryos. Dev Biol. 
1988;127(1):64–77.

	50.	 Borodinsky LN. Xenopus laevis as a Model Organism for the Study of 
Spinal Cord Formation, Development, Function and Regeneration. Front 
Neural Circuits. 2017;11:90.

	51.	 Wilson PA, Lagna G, Suzuki A, Hemmati-Brivanlou A. Concentration-
dependent patterning of the Xenopus ectoderm by BMP4 and its signal 
transducer SMAD1. Development. 1997;124(16):3177–84.

	52.	 Wills A, Dickinson K, Khokha M, Baker JC. Bmp signaling is necessary and 
sufficient for ventrolateral endoderm specification in Xenopus. Dev Dyn. 
2008;237(8):2177–86.

	53.	 Sander V, Reversade B, De Robertis EM. The opposing homeobox genes 
Goosecoid and Vent1/2 self-regulate Xenopus patterning. EMBO J. 
2007;26(12):2955–65.

	54.	 Tajer B, Dutko JA, Little SC, Mullins MC. BMP heterodimers signal 
via distinct type I receptor class functions. Proc Natl Acad Sci U S A. 
2021;118(15):e2017952118.

	55.	 Zinski J, Bu Y, Wang X, Dou W, Umulis D, Mullins MC. Systems biol-
ogy derived source-sink mechanism of BMP gradient formation. Elife. 
2017;6:e22199.

	56.	 Tucker JA, Mintzer KA, Mullins MC. The BMP signaling gradient patterns 
dorsoventral tissues in a temporally progressive manner along the anter-
oposterior axis. Dev Cell. 2008;14(1):108–19.

	57.	 Zinski J, Tuazon F, Huang Y, Mullins M, Umulis D. Imaging and Quantifica-
tion of P-Smad1/5 in Zebrafish Blastula and Gastrula Embryos. Methods 
Mol Biol. 2019;1891:135–54.

	58.	 Greenfeld H, Lin J, Mullins MC. The BMP signaling gradient is interpreted 
through concentration thresholds in dorsal-ventral axial patterning. PLoS 
Biol. 2021;19(1):e3001059.

	59.	 Aykul S, Martinez-Hackert E. High-Throughput, Biosensor-Based 
Approach to Examine Bone Morphogenetic Protein (BMP)-Receptor 
Interactions. Methods Mol Biol. 2019;1891:37–49.

	60.	 Zhu W, Kim J, Cheng C, et al. Noggin regulation of bone morphogenetic 
protein (BMP) 2/7 heterodimer activity in vitro. Bone. 2006;39(1):61–71.

	61.	 Young JJ, Kjolby RAS, Wu G, Wong D, Hsu SW, Harland RM. Noggin is 
required for first pharyngeal arch differentiation in the frog Xenopus 
tropicalis. Dev Biol. 2017;426(2):245–54.

	62.	 Re’em-Kalma Y, Lamb T, Frank D. Competition between noggin and bone 
morphogenetic protein 4 activities may regulate dorsalization during 
Xenopus development. Proc Natl Acad Sci U S A. 1995;92(26):12141–5.

	63.	 Seeherman HJ, Berasi SP, Brown CT, et al. A BMP/activin A chimera 
is superior to native BMPs and induces bone repair in nonhuman 
primates when delivered in a composite matrix. Sci Transl Med. 
2019;11(489):eaar4953.

	64.	 Lee RA, Razaz M, Hayward S. The DynDom database of protein domain 
motions. Bioinformatics. 2003;19(10):1290–1.

	65.	 Sievers F, Wilm A, Dineen D, et al. Fast, scalable generation of high-quality 
protein multiple sequence alignments using Clustal Omega. Mol Syst 
Biol. 2011;7:539.

	66.	 Allendorph GP, Vale WW, Choe S. Structure of the ternary signaling 
complex of a TGF-beta superfamily member. Proc Natl Acad Sci U S A. 
2006;103(20):7643–8.

	67.	 Keller S, Nickel J, Zhang JL, Sebald W, Mueller TD. Molecular recognition of 
BMP-2 and BMP receptor IA. Nat Struct Mol Biol. 2004;11(5):481–8.

	68.	 Kotzsch A, Nickel J, Seher A, Sebald W, Müller TD. Crystal structure analysis 
reveals a spring-loaded latch as molecular mechanism for GDF-5-type I 
receptor specificity. EMBO J. 2009;28(7):937–47.

	69.	 Baker NA, Sept D, Joseph S, Holst MJ, McCammon JA. Electrostatics of 
nanosystems: application to microtubules and the ribosome. Proc Natl 
Acad Sci U S A. 2001;98(18):10037–41.

	70.	 Jumper J, Evans R, Pritzel A, et al. Highly accurate protein structure predic-
tion with AlphaFold. Nature. 2021;596(7873):583–9.

	71.	 Ohkawara B, Iemura S, ten Dijke P, Ueno N. Action range of BMP is defined 
by its N-terminal basic amino acid core. Curr Biol. 2002;12(3):205–9.



Page 20 of 20Gipson et al. BMC Biology           (2023) 21:16 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

	72.	 Hinoi E, Nakamura Y, Takada S, et al. Growth differentiation factor-5 
promotes brown adipogenesis in systemic energy expenditure. Diabetes. 
2014;63(1):162–75.

	73.	 Al-Shabrawey M, Hussein K, Wang F, et al. Bone Morphogenetic Protein-2 
Induces Non-Canonical Inflammatory and Oxidative Pathways in Human 
Retinal Endothelial Cells. Front Immunol. 2021;11:568795.

	74.	 van Baardewijk LJ, van der Ende J, Lissenberg-Thunnissen S, et al. Circulat-
ing bone morphogenetic protein levels and delayed fracture healing. Int 
Orthop. 2013;37(3):523–7.

	75.	 Saremba S, Nickel J, Seher A, Kotzsch A, Sebald W, Mueller TD. Type I 
receptor binding of bone morphogenetic protein 6 is dependent on 
N-glycosylation of the ligand. FEBS J. 2008;275(1):172–83.

	76.	 Lowery JW, Amich JM, Andonian A, Rosen V. N-linked glycosylation of the 
bone morphogenetic protein receptor type 2 (BMPR2) enhances ligand 
binding. Cell Mol Life Sci. 2014;71(16):3165–72.

	77.	 Fung SL, Wu X, Maceren JP, Mao Y, Kohn J. In Vitro Evaluation of Recom-
binant Bone Morphogenetic Protein-2 Bioactivity for Regenerative 
Medicine. Tissue Eng Part C Methods. 2019;25(9):553–9.

	78.	 Schille C, Heller J, Schambony A. Differential requirement of bone mor-
phogenetic protein receptors Ia (ALK3) and Ib (ALK6) in early embryonic 
patterning and neural crest development. BMC Dev Biol. 2016;16:1.

	79.	 Itoh K, Sokol SY. Heparan sulfate proteoglycans are required 
for mesoderm formation in Xenopus embryos. Development. 
1994;120(9):2703–11.

	80.	 Kattamuri C, Luedeke DM, Thompson TB. Expression and purification of 
recombinant protein related to DAN and cerberus (PRDC). Protein Expr 
Purif. 2012;82(2):389–95.

	81.	 Nolan K, Kattamuri C, Luedeke DM, et al. Structure of neuroblastoma sup-
pressor of tumorigenicity 1 (NBL1): insights for the functional variability 
across bone morphogenetic protein (BMP) antagonists. J Biol Chem. 
2015;290(8):4759–71.

	82.	 Nolan K, Kattamuri C, Luedeke DM, et al. Structure of protein related to 
Dan and Cerberus: insights into the mechanism of bone morphogenetic 
protein antagonism. Structure. 2013;21(8):1417–29.

	83.	 McLin VA, Rankin SA, Zorn AM. Repression of Wnt/beta-catenin signaling 
in the anterior endoderm is essential for liver and pancreas development. 
Development. 2007;134(12):2207–17.

	84.	 Powell HR, Battye TGG, Kontogiannis L, Johnson O, Leslie AGW. Integrat-
ing macromolecular X-ray diffraction data with the graphical user 
interface iMosflm. Nat Protoc. 2017;12(7):1310–25.

	85.	 Evans PR, Murshudov GN. How good are my data and what is the resolu-
tion? Acta Crystallogr D Biol Crystallogr. 2013;69(Pt 7):1204–14.

	86.	 McCoy AJ. Solving structures of protein complexes by molecular replace-
ment with Phaser. Acta Crystallogr D Biol Crystallogr. 2007;63(Pt 1):32–41.

	87.	 Afonine PV, Mustyakimov M, Grosse-Kunstleve RW, Moriarty NW, Langan 
P, Adams PD. Joint X-ray and neutron refinement with phenix.refine. Acta 
Crystallogr D Biol Crystallogr. 2010;66(Pt 11):1153–63.

	88.	 Murshudov GN, Skubák P, Lebedev AA, et al. REFMAC5 for the refinement 
of macromolecular crystal structures. Acta Crystallogr D Biol Crystallogr. 
2011;67(Pt 4):355–67.

	89.	 Emsley P, Lohkamp B, Scott WG, Cowtan K. Features and development of 
Coot. Acta Crystallogr D Biol Crystallogr. 2010;66(Pt 4):486–501.

	90.	 Davis IW, Murray LW, Richardson JS, Richardson DC. MOLPROBITY: struc-
ture validation and all-atom contact analysis for nucleic acids and their 
complexes. Nucleic Acids Res. 2004;32(Web Server issue):W615–9.

	91.	 van Beusekom B, Touw WG, Tatineni M, et al. Homology-based hydrogen 
bond information improves crystallographic structures in the PDB. Pro-
tein Sci. 2018;27(3):798–808.

	92.	 Schrödinger L and DeLano W. PyMOL, 2020. Available at: http://​www.​
pymol.​org/​pymol.

	93.	 Krissinel E, Henrick K. Inference of macromolecular assemblies from 
crystalline state. J Mol Biol. 2007;372(3):774–97.

	94.	 Embl-Ebi. Protein Data Bank in Europe. EBI. https://​www.​ebi.​ac.​uk/​pdbe/​pisa/. 
Accessed May 9, 2022.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

http://www.pymol.org/pymol
http://www.pymol.org/pymol
https://www.ebi.ac.uk/pdbe/pisa/

	Formation and characterization of BMP2GDF5 and BMP4GDF5 heterodimers
	Abstract 
	Background 
	Results 
	Conclusions 

	Background
	Results
	Production and validation of GDF5BMP2 and GDF5BMP4 heterodimers
	Comparison between heterodimer and homodimer signaling in vitro
	Comparison between heterodimer and homodimer signaling in vivo
	Comparison of homodimer and heterodimer receptor binding
	Comparison of antagonist inhibition of BMP homodimers and heterodimers
	Crystal structure of BMP2GDF5 heterodimer
	Analysis of the surface electrostatics
	Analysis of type 1 binding sites in the BMP2GDF5 structure

	Discussion
	Conclusions
	Methods
	Protein Production
	Western blots
	Cell culture
	Luciferase reporter assays
	Surface plasmon resonance
	Xenopus development assays
	Zebrafish signaling assay
	Crystallography
	Structural analysis and modeling

	Acknowledgements
	References


