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Tomosyns attenuate SNARE assembly and
synaptic depression by binding to VAMP2-
containing template complexes

Marieke Meijer 1,5 , Miriam Öttl 2,5, Jie Yang 3,5 , Aygul Subkhangulova2,
Avinash Kumar3, Zicheng Feng3, TorbenW. van Voorst 2, Alexander J. Groffen1,
Jan R. T. van Weering1, Yongli Zhang 3,4,6 & Matthijs Verhage 1,2,6

Tomosyns are widely thought to attenuate membrane fusion by competing
with synaptobrevin-2/VAMP2 for SNARE-complex assembly. Here, we present
evidence against this scenario. In a novel mouse model, tomosyn-1/2 defi-
ciency lowered the fusion barrier and enhanced the probability that synaptic
vesicles fuse, resulting in stronger synapses with faster depression and slower
recovery.While wild-type tomosyn-1m rescued these phenotypes, substitution
of its SNARE motif with that of synaptobrevin-2/VAMP2 did not. Single-
molecule force measurements indeed revealed that tomosyn’s SNARE motif
cannot substitute synaptobrevin-2/VAMP2 to form template complexes with
Munc18-1 and syntaxin-1, an essential intermediate for SNARE assembly.
Instead, tomosyns extensively bind synaptobrevin-2/VAMP2-containing tem-
plate complexes and prevent SNAP-25 association. Structure-function analyses
indicate that the C-terminal polybasic region contributes to tomosyn’s inhi-
bitory function. These results reveal that tomosyns regulate synaptic trans-
mission by cooperating with synaptobrevin-2/VAMP2 to prevent SNAP-25
binding during SNARE assembly, thereby limiting initial synaptic strength and
equalizing it during repetitive stimulation.

SNARE-dependentmembrane fusion is required for the secretionofmost
chemical signals1,2. As minimal fusion machinery, SNAREs couple their
folding and assembly tomembrane fusion3–5. The fully assembled SNARE
complex is a four-helix bundle formed by characteristic SNARE motifs.
While SNARE complexes can spontaneously form in vitro with low speed
and specificity, their assembly in vivo is controlled by many proteins,
such as Munc18s, Munc13s, synaptotagmins, and complexins2,6–8. Muta-
tions in thegenes encodingSNAREand regulatoryproteins lead to awide
range of human diseases, including various neurodevelopmental, cardi-
ovascular and hematological disorders8–12. However, many aspects of
regulated SNARE assembly remain poorly understood.

Synaptic vesicle (SV) fusion is preceded by a dynamic multi-step
process involving docking the SV onto the presynapticmembrane and
priming the SV for rapid fusion upon stimulation13–16. These steps are
associated with distinct assembly intermediates of three synaptic
SNAREs: syntaxin-1, SNAP-25, and synaptobrevin-2(syb2)/VAMP2. The
template complex constitutes a key intermediate of SNARE
assembly17–23. In this complex, syntaxin-1 and syb2/VAMP2 bind to the
surface of Munc18-1 such that the N-terminal regions of their SNARE
motifs are aligned, while their C-terminal regions are kept separated.
SNAP-25 specifically and rapidly associates with the template complex,
leading to full SNARE assembly19,24. It remains unclear how the
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template complex is regulated by other proteins and affects the
strength and short-term plasticity properties of synapses (e.g., facil-
itating/’tonic’ or depressing/’phasic’) which help determine the com-
putational properties of brain circuits25,26.

Tomosyns play important roles in vesicle fusion27, but their
mechanism of action remains unclear. Tomosyn isoforms share a
conserved structure containing a large N-terminal WD40 repeat
domain and a small C-terminal SNAREmotif 28,29. In cell-free assays, the
tomosyn SNAREmotif competes with the homologous SNAREmotif of
syb2/VAMP2, resulting in a tomosyn SNARE complex that is expected
to be non-fusogenic as tomosyns lack a transmembrane domain pre-
sent in VAMP230–33. Indeed, tomosyns inhibit exocytosis in many
secretory cell types30,34–37, including neurons at neuromuscular junc-
tions in nematode and fly38–41 and mammalian central and peripheral
neurons42–44, with a few exceptions hinting at an additional positive
role45–47. Mutations in tomosyns are associated with neurodevelop-
mental disorders and thrombosis11,48–54, suggesting an important and
conserved function in different secretory tissues. However, several
observations are inconsistent with the concept of tomosyns as com-
petitive inhibitors of syb2/VAMP2. In mouse platelets and yeast,
tomosyns (-orthologs) exert positive roles in secretion37,55,56. In addi-
tion, the N-terminal WD40 domain was found to be required for its
inhibitory function41,57,58. Furthermore, NSF/αSNAP rapidly dis-
assemble the syntaxin-1/SNAP-25 binary complex required for the
formation of the tomosyn SNARE complex31, arguing against its pro-
posed role in SNARE assembly in vivo. These observations challenge
the concept of tomosyns as competitive inhibitors of SNARE complex
formation.

This study addresses these issues by combining secretion assays
in living neurons, measurements of the energy barrier for fusion, and
single-molecule force measurements using optical tweezers. Loss of
tomosyn expression lowers the energy barrier for fusion which results
in initially stronger but fast-depressing synapses. Expression of hybrid
constructs where syb2/VAMP2 replaced corresponding domains in
tomosyn fails to restore these synaptic defects. In line with these
observations, single-molecule force measurements show that the
tomosyn SNAREmotif fails to form a template complex with Munc18-1
and syntaxin-1, indicating that tomosyns do not compete with syb2/
VAMP2 during Munc18-1-chaperoned SNARE assembly. Instead,
tomosyns bind to syb2/VAMP2-containing template complexes and
block integration of SNAP-25, thereby lowering the fusion rate of
synaptic vesicles, and limiting synaptic depression.

Results
A conditional KO mouse for both tomosyn paralogs
Due to prior complications with sub-lethal phenotypes and bleeding
risk in constitutive mutant mouse models44,56, we generated a condi-
tionaldoublefloxedmousemodel inwhich both tomosynparalogs can
be inactivated by Cre-mediated recombination at lox sites flanking
exon 2 of tomosyn-1 (Stxbp5) and exon 3 of tomosyn-2 (Stxbp5l)
(Supplementary Fig. 1a). Hippocampal neurons cultured from new-
born mutant mice were infected with lentiviruses expressing EGFP-
tagged Cre to induce recombination (cDKO), while inactive Cre (lack-
ing the catalytic domain) was used as control59. Immunoblotting con-
firmed that floxed neurons infected with Cre lacked a band at the
expected position of 130 kDa for tomosyn-1 (Supplementary Fig. 1b).
The conditional inactivation of tomosyn-2 has been validated before47.
Depleting neurons of both tomosyns did not affect the levels of the
neuronal SNARE proteins syntaxin-1 and syb2/VAMP2 but resulted in a
20% reduction of SNAP-25 levels (Supplementary Fig. 1b, c).

To investigate the role of tomosyns in synapse function, single
hippocampal neurons were cultured on astrocyte microdots, driving
neurons to form abundant synapses onto themselves, resulting in a one-
neuron circuit60,61. Immunostainings showed a punctate pattern of
endogenous tomosyn-1, similar to synaptophysin-1 puncta, confirming

the synaptic enrichment of tomosyns40,41,45,62,63 (Supplementary Fig. 1d).
We quantified the tomosyn staining intensity within the synaptophysin-1
puncta, which confirmed the effectiveness of Cre in preventing
expression of tomosyns in cDKO neurons (Supplementary Fig. 1d, e).
Knockdown of tomosyn-1 in cultured mouse neurons has recently been
reported to reduce dendritic arborization64. We quantified neuronal
morphology in our single-cell assay using the automated image analysis
routine SynD65. Two-week old autaptic cDKO neurons displayed normal
dendritic length and complexity as well as synapse density (Supple-
mentary Fig. 1f–h). This was also the case at an earlier time point during
development (Supplementary Fig. 1i–l). Hence, autaptic hippocampal
neurons showed no evidence of altered dendritic branching and
synapse formation in the absence of both tomosyns.

Tomosyn cDKO synapses are stronger and depress faster
Next, we performed whole-cell patch-clamp recordings on autaptic
hippocampal neurons to assess the role of tomosyns in synaptic
transmission. cDKO neurons displayed a 5-fold increase in the fre-
quency of spontaneous vesicle release events (miniature excitatory
postsynaptic currents, mEPSCs), while the amplitude of these events
was normal (Fig. 1a–c). The amplitudes of evoked EPSCs were larger in
cDKO neurons (Fig. 1d, e), while their kinetics were normal (Supple-
mentary Fig. 2a–c). We performed paired-pulse recordings and cal-
culated the paired-pulse ratio (PPR), which inversely correlates with
the initial synaptic release probability (Pr)66,67. cDKO neurons showed
reduced PPRs at all intervals tested, indicative of an increased initial
release probability in the absence of tomosyns (Fig. 1f, g and Supple-
mentary Fig. 2d). Moreover, cDKO neurons displayed pronounced
depression during short trains of action potentials, while control
neurons largely maintained their synaptic strength (Fig. 1h–k and
Supplementary Fig. 2e, f). Thus, tomosyns lower the releaseprobability
of synapses, thereby reducing their initial strength and limiting
synaptic depression.

Previous studies have demonstrated that synaptic perturbations
have different impact on single neurons versus neuronal networks68–70.
Therefore, we analyzed synaptic transmission in cDKO versus control
synapses also in micro-networks of 3-10 neurons. Consistent with our
findings in single neurons, cDKO neurons inmicro-networks displayed
a strong increase in mEPSC frequency and normal mEPSC amplitude
(Supplementary Fig. 3a–c) and more pronounced synaptic depression
during short trains of action potentials applied by local field stimula-
tion (Supplementary Fig. 3d–g). Hence, loss of tomosyns yielded
identical results in single neurons and micro-networks.

In chromaffin cells, tomosyn-1 overexpression shifts the calcium-
dependence of exocytosis35. To test the calcium-dependence of
synaptic responses, we applied paired pulses to autaptic neurons
across a range of external calcium concentrations ([Ca2+]e) (Supple-
mentary Fig. 4a). The initial EPSC size and PPR depended on[Ca2+]e, as
expected. At each concentration, PPRs were lower in cDKO neurons
compared to control neurons (Supplementary Fig. 4b). EPSC ampli-
tudes were normalized to flanking responses in standard 2mM [Ca2+]e
and fitted with a Hill function (Supplementary Fig. 4c). The apparent
calcium affinity was found to be higher (i.e., decreased Kd for calcium)
in cDKO neurons (Kd = 1.3 ± 0.1mM) compared to control neurons
(Kd = 1.7 ± 0.1mM) (Supplementary Fig. 4d, left). The Hill coefficient, a
measure of calcium cooperativity, was unchanged (Supplementary
Fig. 4d, right). These results suggest that tomosyns reduce the Ca2+-
sensitivity of synaptic responses.

Tomosyns increase the energy barrier for vesicle fusion
Application of hypertonic solutions is used to release SVs from the
readily releasable pool (RRP) independent of Ca2+ and action
potentials71. The total RRP, as defined by the response to 500mM
sucrose, was similar in tomosyn cDKO neurons and control neurons
(Fig. 2a, b). However, the fraction of the RRP released by a single EPSC,
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a measure of the vesicular release probability (Pves), was increased in
cDKO neurons (Fig. 2c). Pves is regulated by the presynaptic Ca2+-influx
and the Ca2+-sensitivity of the membrane fusion reaction, two highly
regulated properties that have a large impact on synaptic plasticity. In
addition, Ca2+-independent aspects of membrane fusion contribute to
Pves such as the lipid composition of both membranes and the orga-
nization of the fusion machinery prior to the arrival of action poten-
tials, that together determinehow likelymembranes fuse, also referred
to as ‘fusogenicity’72,73. Application of submaximal sucrose concentra-
tions can be used to probe this fusogenicity and, in contrast to Pves
measurements, excludes the modulation of Ca2+-dependent
aspects74,75. In the absence of tomosyns, 250mM sucrose released a

much larger fraction of the RRP (Fig. 2d). This indicates that tomosyns
reduce the fusogenicity of SVs without affecting the size of the primed
SV pool.

Fusogenicity is inversely related to the amount of energy required
to merge vesicle- and plasma membrane during stimulation2,76–78.
Molecular changes in the secretion machinery are known to alter this
barrier prior to stimulation, so that the (remaining) energy required
during stimulation is also altered and vesicles aremore or less likely to
fuse (fusogenic). The energy barrier during stimulation can be derived
from the fusion rate (which is measured directly) using the Arrhenius
equation75,79. We have previously shown that fusion rates can be
obtained from fitting hypertonic sucrose responses to a minimal
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Fig. 1 | Tomosyn cDKO synapses are stronger and depress faster. a–cAnalysis of
spontaneous vesicle release in autaptic hippocampal neurons. Control n = 47/6,
cDKO n =44/6. a Example traces of miniature EPSCs (mEPSCs). b The frequency of
mEPSCs (***p <0.0001). c mEPSC amplitude (p =0.0832). d–e Analysis of evoked
synaptic transmission. Control n = 50/6, cDKOn= 49/6.d Example traces of evoked
synaptic transmission. e Quantification of evoked EPSC amplitude (***p =0.0001)
and charge (***p =0.0002). See Supplementary Fig. 2a–c for quantifications of EPSC
kinetics. f, g Release probability was tested by applying paired pulses with multiple
inter-pulse intervals (IPIs). 20ms IPI: control n = 45/6, cDKO n =47/6. 50ms IPI:
control n = 37/6, cDKOn= 42/6. 100ms IPI: control n = 39/6, cDKOn= 44/6. 200ms
IPI: control n = 47/6, cDKO n= 47/6. f Example traces of paired pulses stimulated
with a 50ms IPI. g The paired-pulse ratio (PPR) was calculated by dividing the

amplitude of the second pulse by the amplitude of the first pulse; (***p <0.0001).
See Supplementary Fig. 2d for boxplots per IPI. h–k Short-termplasticity (STP) was
analyzed by stimulation of five consecutive pulses at 10Hz. Control n = 47/6, cDKO
n= 47/6. h Example traces. i Absolute EPSC amplitudes over the 5 pulses. j STP
illustratedbynormalizing amplitudes to thefirst pulse.k STPquantifiedby the ratio
of the fifth pulse over the first pulse; (***p <0.0001).N = cells/independent cultures.
In (b, c, e, k), boxplots display median (center), upper and lower quartiles (box
bounds) andwhiskers to the last datapointwithin 1.5x interquartile range. In (g, i, j),
data are presented as mean± SEM. A one-way ANOVA tested the significance of
adding experimental group as a predictor, see Supplementary Table 1. Abbrevia-
tions: n.s. (not significant). See also Supplementary Figs. 1–4. Source data are
provided as a Source Data file.
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vesicle state model (illustrated in Supplementary Fig. 5a) and can be
used to calculate the fusion energy barrier75,80. We applied this analysis
to the sucrose responses acquired above (Fig. 2). Neurons lacking
tomosyns have higher maximal fusion rates compared to controls at
250 and 500mM sucrose (Fig. 2e), corresponding to a respective shift
in the fusion barrier of ~−1.11RT and ~−0.77 RT compared to controls
(Fig. 2f). Data fitting also yielded estimates for the RRP size, which
confirmed the unchanged RRP size and increased Pves (Supplementary
Fig. 5b–d), as well as the priming and de-priming rates of SVs. These
rates were not significantly altered in the absence of tomosyns (but

power was rather low due to large data variation, Supplementary
Fig. 5e, f). Overall, these results show that tomosyns do not influence
the number of releasable vesicles, but substantially decrease the like-
liness that vesicles fuse during stimulation (fusogenicity), by increas-
ing the energy barrier for fusion.

Tomosyns promote rapid recovery after intense stimulation
To test whether tomosyns impact the recovery of synaptic strength
after intense activity, single recovery pulses were given 2 s (R1) and
60 s (R2) after exhaustive high-frequency stimulation (Fig. 2g).
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This also allowed for an alternative measure of the RRP by back-
extrapolating the cumulative charge released by the stimulus train to
the y-intercept (Supplementary Fig. 5g)81. Again, the RRP size was
similar in control and cDKO neurons (Supplementary Fig. 5h). In
addition, the refilling rate of SVs was unchanged, measured by the
slope of the back-extrapolation line (Supplementary Fig. 5i). Never-
theless, while control neurons recovered to ~100% of their initial EPSC
amplitude within 2 s, cDKO neurons only reached ~60% (Fig. 2h).
Notably, the absolute EPSC amplitude was similar in control and cDKO
neurons at this point (Fig. 2i). During the second recovery pulse given
after a full minute, cDKO neurons had restored their initially larger
EPSC size (Supplementary Fig. 5j, k). To further explore this recovery
phenotype, we performed a dual sucrose experiment to measure the
extent of calcium-independent RRP recovery (Fig. 2j). Both control and
cDKO neurons recovered their RRP to 80% within 30 s (Fig. 2k). The
fusion rate and energy barrier after 30 s recovery were similar to
control levels, in stark contrast to the initial values (Fig. 2l, m). Toge-
ther, these results show thatwhile SV refilling is normal, cDKOneurons
take longer to recover their enhanced synaptic strength, indicating
that tomosyns promote rapid recovery after intense stimulation.

Tomosyns have no major impact on the docked SV pool
Nematode and fly tomosynmutants were shown to havemore docked
vesicles, suggesting that invertebrate tomosyn inhibits SV docking39,41.
To test whether tomosyns affect SV docking in mammalian neurons,
we performed high-pressure freeze electron microscopy on low den-
sity neuronal cultures grown on glia-covered sapphires. cDKO synap-
ses showed a trend towards a reduced number of SVs contacting the
active zone compared to controls (Supplementary Fig. 6a, b). How-
ever, when Tomosyn was reintroduced in cDKO synapses by lentiviral
expression (+WT group), the number of docked vesicles was sig-
nificantly reduced compared to controls but not cDKO. In a few
synapse cross sections (control: 26 of 130 synapses, cDKO: 11 of
88 synapses, cDKO +WT: 12 of 126 synapses), vesicles contacting the
plasma membrane outside the active zone were observed but their
number was not different between groups (Supplementary Table 1).
The total number of vesicles per synaptic profile, active zone length
and vesicle distribution was normal (Supplementary Fig. 6c–e). These
data show that the increased synaptic strength in tomosyn cDKO
neurons is unlikely to be explained by an increased docked/primed
vesicle pool in mammalian neurons.

A syb2/VAMP2-hybrid fails to mimic tomosyn’s inhibitory
function
The C-terminal SNARE motif of tomosyns is thought to compete with
the corresponding motif in syb2/VAMP2 during neuronal SNARE
assembly (Fig. 3a). In such a scenario, tomosyns would be equally
functional with the syb2/VAMP2 SNARE motif. To test this, a hybrid
tomosyn was cloned in which the C-terminal SNAREmotif of tomosyn-
1m, the most abundant tomosyn isoform in the hippocampus82, was
replaced with the SNARE motif of syb2/VAMP2 (Fig. 3b). Expressing

wild-type tomosyn in cDKO neurons restored normal synaptic tomo-
syn levels, while hybrid tomosyn was expressed at an even higher level
(Fig. 3c and Supplementary Fig. 7). Neuronal morphology was not
altered by the expression of either variant and both variants targeted
normally to synapses (Supplementary Fig. 7d). Expression of wild-type
tomosyn-1m restored the enhanced synaptic depressionduring a short
10Hz train in cDKOneurons (Fig. 3d–f) as well as the defect in synaptic
recovery after high-frequency stimulation (Fig. 3g, h). Hybrid tomosyn
rescued these synaptic changes only to a limited extent (Fig. 3d–h),
despite the high expression levels of this variant. All groups restored
their initial EPSC size within 90 s after 10Hz-induced depression
(Supplementary Fig. 7f). These observations are inconsistent with the
simple competition model, in which tomosyns regulate synaptic
transmission by competing with syb2/VAMP2 in SNARE assembly.

The tomosyn SNARE motif forms a stable ternary complex
The competition model was based on the observation that the SNARE
domain of tomosyns, like syb2/VAMP2, forms a stable ternary complex
with the SNARE domains of syntaxin-1 and SNAP-25 when the isolated
domains are mixed in solution32. However, SNARE assembly in vivo is
chaperoned by Munc18-1 and other regulatory proteins, which may
alter the SNARE assembly pathway observed in vitro. Consequently, it
is unknown whether such tomosyn SNARE complexes are assembled
under physiological conditions. We previously developed a single-
molecule assay based on high-resolution optical tweezers to char-
acterize SNARE assembly8,19,83–85. Here, we adopted this assay to char-
acterize the energetics and kinetics of tomosyn SNARE assembly by
pulling on a single pre-assembled tomosyn SNARE complex. To this
end, we connected the C-termini of syntaxin and tomosyn to two
beads (Fig. 4a). The beads were held in two optical traps as force and
displacement sensors. When the tomosyn SNARE complex was being
pulled by moving one trap relative to the other, the extension and
tension of the protein-DNA tether were measured to report con-
formational changes of the complex and their associated energies. We
first tested whether in this assay, tomosyn SNARE complexes are
formed, as previously shown in solution, and quantitatively compared
their energetics and kinetics to those of syb2/VAMP2 SNARE com-
plexes. Subsequently we tested competition between tomosyn and
syb2/VAMP2 in Munc18-1-chaperoned SNARE assembly.

In the first set of experiments, tomosyn and syntaxin were
crosslinked at their -6 layers through a disulfide bond (Fig. 4a, X-6) in a
single pre-assembled tomosyn SNARE complex containing SNAP-25.
The crosslinking enable the SNARE complex to undergo multiple
rounds of disassembly/assembly and stepwise folding and unfolding
transitions under equilibrium conditions86. We began by pulling the
pre-assembled complex in the absence of Munc18-1 (Fig. 4c, state 1’).
The tomosyn SNARE complex unfolded stepwise with characteristic
intermediate states and kinetics as seen in the force-extension curve
(FEC, Fig. 4b, FEC#1, gray curve). This FEC is equivalent to a phase
diagram revealing the states and their transitions of the tomosyn
SNARE complex as a function of force and extension84. The FEC is

Fig. 2 | Tomosyns increase the energy barrier for vesicle fusion. a Example
responses to sucrose application. b RRP released by 500mM sucrose. Control
n = 25/6, cDKO n= 26/6; p =0.1894. c The fraction of the RRP released by an EPSC.
Control n = 24/6, cDKO n = 25/6; *p =0.0137. d The fraction of the RRP released by
250mM sucrose. Control n = 25/6, cDKO n= 26/6; ***p <0.0001. e, f Sucrose traces
were fitted to a minimal vesicle state model. 0mM (rest): control n = 13/6, cDKO
n= 7/6; 250mM: control n = 12/6, cDKO n= 17/6; 500mM: control n = 16/6, cDKO
n= 18/6. See Supplementary Fig. 5a. e Fitted maximal fusion rate constant (k2,max(s

-

1)); *p =0.02436 (0mM); ***p =0.0001 (250mM); ***p <0.0001 (500mM). f The
change in activation energy (ΔEa) in relation to control neurons at rest, calculated
from k2,max(s

−1), reflecting the change in the energy barrier upon stimulation.
***p =0.0004 (0mM); ***p =0.0001 (250mM); ***p <0.0001 (500mM). g–i RRP-
depleting stimulus followed by recovery pulses after 2 (R1) and 60 (R2) seconds.

Control n = 33/6, cDKO n = 38/6. g Example traces. h Fraction of 1st EPSC amplitude
recovered at R1; ***p <0.0001. i Absolute R1 amplitude; p =0.4889. See Supple-
mentary Fig. 5j-k for R2. j–m A second 500mM sucrose applications (recov) was
given after 30 s. jNormalized example traces.kRefilled pool aspercentageof initial
RRP. Control n = 19/6, cDKO n = 20/6, p =0.6347. l The fusion rate and (m) the
change in the activation energy. Initial: corresponds to (e–f). Recov: control n = 12/
6, cDKO n= 11/6; p =0.4030 (k2,max(s

−1)); p =0.4182 (ΔEa). N = cells/independent
cultures. In (b, c, d, h, i, k), boxplots display median (center), upper and lower
quartiles (box bounds) and whiskers to the last datapoint within 1.5x interquartile
range. In (e, f, l, m), data report mean± SEM. A one-way ANOVA tested the sig-
nificance of adding experimental group as a predictor, see Supplementary Table 1.
Abbreviations: n.s. (not significant), HS (hypertonic sucrose). See also Supple-
mentary Figs. 5, 6. Source data are provided as a Source Data file.
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quantitatively similar to that of the syb2/VAMP2 SNARE complex86,
which allowed us to identify the intermediate states. These are sche-
matically depicted in Fig. 4c and represent unfolding of the C-terminal
half of the tomosyn SNARE motif into a half-zippered SNARE bundle
(state 2’), unfolding and dissociation of the N-terminal half of the
tomosyn SNARE motif from a binary t-SNARE complex of syntaxin-
1:SNAP-25 (state 3’)87, and complete unfolding of the syntaxin SNARE
motif and subsequent dissociation of SNAP-25 (state 4’). Relaxing the
unfolded tomosyn-Syx conjugate resulted in a featureless FEC (Fig. 4b,
FEC#1, black curve), which indicates that the remaining SNAREs did
not refold after SNAP-25 dissociated. Thus, the tomosyn SNARE motif
barely associates with syntaxin-1 alone, but instead requires a pre-
assembled syntaxin/SNAP-25 dimer8,87.

We then held the tomosyn SNARE complex at constant trap
separations or mean forces and detected its folding and unfolding
transitions with high spatiotemporal resolution (Fig. 4d). These tra-
jectories revealed reversible transitions among the folded four-helix
bundle (state 1’), the half-zippered SNARE bundle (state 2’), and the

unzipped tomosyn SNARE motif (state 3’). Hidden-Markov analyses
of the trajectories demonstrated that the transitions are sequential
anddirect transitions between states 1’ and 3’ are negligible88,89. Thus,
the folding and unfolding transitions of the tomosyn SNARE complex
can be divided into the transitions of the C-terminal domain (CTD)
and the N-terminal domain (NTD) (Fig. 4a). The CTD transition is
frequent, indicating a great transition rate, while the NTD transition
is ~400-fold slower (Fig. 4d). Based on themeasured force ranges for
both transitions, we estimated unfolding energies of 23 (±1, SEM) kBT
and 35 (±2) kBT for the CTD and the NTD, respectively, compared
with the corresponding CTD energy of 22 kBT and NTD energy of 38
kBT for the syb2/VAMP2 SNARE complex86. Overall, in the absence of
chaperones such as Munc18-1, the tomosyn SNARE complex folds
and unfolds similarly to the syb2/VAMP2 SNARE complex (Fig. 4d,
bottom trace), including their similar energetics83,86. However, the
NTD of the tomosyn SNARE complex folds much slower than that of
the syb2/VAMP2 SNARE complex. These results imply that the
tomosyn SNARE motif is energetically competent, but kinetically
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Fig. 3 | A tomosyn-VAMP2 hybrid fails to fully restore tomosyns’ inhibitory
function. a Comparison of the amino acid sequences of the syb2/VAMP2 and
tomosyn R-SNARE motifs. TMD= transmembrane domain. b Schematic repre-
sentation of WT tomosyn-1m and the hybrid mutant, in which we replaced the
C-terminus of tomosyn with the corresponding region in VAMP2. Numbers corre-
spond to amino acids. c Synaptic tomosyn-1 expression from immunostainings,
normalized to control within each neuronal culture. Control n = 35/3, cDKO n = 30/
3, +WTn = 33/3, +Hybrid n = 35/3; p =0.3902 (control vs +WT); ***p <0.0001 (cDKO
vs +WT), ***p =0.0002 (+hybrid vs +WT). d–f Analysis of short-term plasticity (STP)
by stimulating neurons with five pulses at 10Hz. cDKO n = 17/4, +WT n= 21/4,
+Hybrid n = 21/4.d Example traces. e Amplitudes were normalized to the first pulse
of the train. f STP quantified by the ratio of the fifth pulse over the first pulse;
***p <0.0001 (cDKO vs +WT), **p =0.0023 (+hybrid vs +WT). g, h Recovery of the

first EPSC amplitude (1st) was tested by high-frequency stimulation (80 pulses at
40Hz) followed by a recovery pulse after 2 s (R). cDKO n= 14/4, + WT n= 20/4,
+Hybrid n = 18/4. g Example traces. h The amplitude of the recovery pulse was
divided by the first amplitude of the train; ***p <0.0001 (cDKO vs +WT),
***p <0.0001 (+hybrid vs +WT). N = cells/independent cultures. In (c, f, h), boxplots
display median (center), upper and lower quartiles (box bounds), and whiskers to
the last datapoint within 1.5x interquartile range. In (e), data are presented as
mean ± SEM. A one-way ANOVA tested the significance of adding experimental
group as a predictor, see Supplementary Table 1. For post-hoc comparison to +WT
group, p value thresholds (*<0.05; **<0.01;***<0.001) were adjusted with a Bon-
ferroni correction (α/number of tests). Abbreviations: TMD (transmembrane
domain), n.s. (not significant). See also Supplementary Fig. 7. Source data are
provided as a Source Data file.
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incompetent for competing with syb2/VAMP2 to form the SNARE
complex.

Tomosyn does not compete with syb2/VAMP2 in the template
complex
We and others have shown that the physiological SNARE assembly
likely follows a template complex-dependent Munc18-1-chaperoned
pathway (depicted in Fig. 5a, c, state 7), which is significantly different
from the above t-SNARE complex dependent pathway8,17,19,23. To
examine whether tomosyn can replace syb2/VAMP2 in the template
complex, we crosslinked tomosyn and syntaxin-1 at their -8 layers (X-8)

as in our previous assay19. Crosslinking at this alternative site opens the
closed syntaxin-1 conformation bound by Munc18-1 but minimally
perturbs the template complex. As before, we pulled the pre-
assembled tomosyn SNARE complex to stepwise unfold the
tomosyn-Syx conjugate, leading to dissociation of the SNAP-25 mole-
cule (Fig. 4b, FEC#2, gray curve, Fig. 4c, states 1’-4’). The conjugate was
then slowly relaxed in the presence of 2 µM Munc18-1 in solution to
examine template complex formation. Munc18-1 first bound to form
open syntaxin-1 in a reversiblemanner in the force range of 10-17 pN as
previously observed (Fig. 4b, FEC#2 in blue dashed rectangle; Fig. 4c,
state 6’)19. However, no further folding transition was detected at a
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Fig. 5c for similar states with tomosyn replaced by VAMP2. d Extension-time tra-
jectories at the indicated constant forces (F) showing three-state folding and
unfolding transitions of the tomosyn or syb2/VAMP2 SNARE complex. Red curves
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dashed lines mark the average extensions of the associated states labeled on the
right. e Extension-time trajectories of different SNARE conjugates at constant low
forces.
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lower force range (Fig. 4b, FEC#2, black FEC), evenwhen the conjugate
was held at a low force for a long time (Fig. 4b, FEC#3, red region),
suggesting that the tomosyn SNARE motif cannot substitute the syb2/
VAMP2 SNARE motif to form the template complex. In the absence of
the template complex as a key intermediate for Munc18-1-chaperoned
SNARE assembly, no SNAP-25 binding and tomosyn SNARE assembly
wasobservedwhen adding 60 nMSNAP-25 in solution (measured from
N= 23 independent binding experiments, Fig. 4b, FEC#3). For com-
parison, the syb2/VAMP2-Syx conjugate forms the template complex
in the force range of 3–7 pN with an extension change of 5.4 nm
(Fig. 4b, FEC#4, blue dashed oval), which frequently bound to SNAP-25
in the solution to form the SNARE complex (the extension-drop indi-
cated by the red arrow in Fig. 4b, #4). These results were confirmed by
experiments at a constant mean force (Fig. 4e). In conclusion, the
tomosyn SNARE motif alone failed to form a template complex with
Munc18-1-bound open syntaxin-1. Hence, tomosyn cannot directly

compete with syb2/VAMP2 during Munc18-chaperoned SNARE
assembly.

Tomosyn binds to syb2/VAMP2-containing template complexes
The above results show that tomosyns can only replace syb2/VAMP2
during spontaneous SNARE assembly, but not during Munc18-1-
chaperoned SNARE assembly. To further explore the molecular
mechanism underlying tomosyn’s function, we examined whether the
tomosyn SNARE motif modulates the formation of the syb2/VAMP2-
containing template and SNARE complex. For this purpose, we used
the syb2/VAMP2-Syx conjugate and added 2 µM Munc18-1 and 60nM
SNAP-25 in the solution without or with 2 µM tomosyn SNARE motif
(Fig. 5a, b). As expected, Munc18 first reversibly bound to open syn-
taxin (Fig. 5b, FEC#1, state 6, blue rectangle), and subsequently to
syb2/VAMP2 to form the template complex (state 7; blue oval). SNAP-
25 can then bind the template complex resulting in fully assembled
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neuronal SNARE complexes (state 1; red arrow). The different states
and transitions are schematically depicted in Fig. 5c. When the tomo-
syn SNAREmotif was further added to the solution (Fig. 5b, FEC#2), an
intermediate state 7* frequently appeared in the otherwise binary
transition between the open syntaxin state 6 and the template com-
plex state 7 (schematically depicted in Fig. 5c, also compare the first
and second trajectories in Fig. 5d), with an average extension ~1.5 nm
greater than that of the template complex state and ~4 nm less than
that of open syntaxin (Supplementary Fig. 8). This new state is syb2/
VAMP2-dependent, as the tomosyn SNARE motif did not induce fur-
ther folding of Munc18-1-bound open syntaxin-1 when either the
tomosyn-syntaxin-1 conjugate (Fig. 4b, e) or syntaxin-1 alone (Fig. 5e
and Supplementary Fig. 9) was being pulled. These observations sug-
gest that the tomosyn SNARE motif specifically binds to the template
complex to induce a large conformational change as represented by its
1.5 nm extension change. Hence, while the tomosyn SNARE motif is
unable to replace syb2/VAMP2 during Munc18-1 chaperoned SNARE
assembly, it can bind to the syb2/VAMP2-containing template
complex.

Wecharacterized the stability and foldingkineticsof the tomosyn-
bound template complex. To this end, we extensively measured the
three-state transitions at different constant mean forces and analyzed
the resulting time-dependent extension trajectories using hidden
Markov modeling88 (Fig. 5d). The analyses revealed the probabilities
and lifetimes of the three states and their associated transition rates.
Extrapolation of these force-dependent quantities to zero force using
an energy landscape model of protein folding yielded the unfolding
energies of the tomosyn-bound and unbound template complexes to
be 3.1 (±0.1, S.E.) kBT and 5.1 (±0.2) kBT, respectively (Fig. 5c)90. The
unfolding energy of the template complex is consistent with our pre-
vious measurement of 5.2 (±0.2) kBT

19, while the unfolding energy of
open syntaxin (from state 6 to state 5) was previously measured to be
2.6 kBT

19,84. The average lifetimes of these states are ~0.7 s and ~1.6 s for
the tomosyn-bound and unbound template complexes, respectively,
as well as ~0.014 s for the Munc18-1-bound open syntaxin-1. These
measurements demonstrate that tomosyn binding could destabilize
the template complex. In the presence of 2 µM tomosyn SNARE motif
in the solution, the tomosyn-bound template complex efficiently
forms from two pathways, either coupled binding of tomosyn and
syb2/VAMP2 to Munc18-1-bound open syntaxin-1 with a rate of ~ 28 s−1

(from stage 6 to state 7*), or direct binding of tomosyn to the pre-
formed template with a rate of ~1 s−1 (from stage 7 to state 7*). In
addition, the tomosyn SNARE motif dissociates from the template
complex with a rate of 8 s−1. Compared to the direct folding rate of
65 s−1 for the template complex, the tomosyn-bound template complex
is expected to compete with the template complex for its formation,
thereby modulating Munc18-1-chaperoned SNARE assembly.

The tomosyn-bound template complex does not bind SNAP-25
To uncover the function of the tomosyn-bound template complex in
further SNARE assembly, we tested its binding to SNAP-25 during the
three-state transitions at constantmean force in the presence of SNAP-
25 in the solution. A distinct and irreversible extension decrease
appeared, which only started from the extension corresponding to the
template complex, but not the tomosyn-bound template complex
(N = 28, Fig. 5b, FEC#3; Fig. 5d, bottom trace). Therefore, SNAP-25 only
binds to the template complex (Fig. 5c, state 7)19, but not the tomosyn-
bound template complex (state 7*), to form the SNARE four-helix
bundle. Due to the presence of the tomosyn-bound template complex,
the probability to observe chaperoned SNARE assembly within ~100 s
detection timewas reduced to 0.13, compared to the probability of 0.7
in the absence of tomosyn19. Thus, tomosyn attenuates chaperoned
SNARE assembly by binding to the template complex to inhibit its
association with SNAP-25.

The Tomosyn SNARE motif extensively binds to the template
complex
To investigate the critical region for tomosyn binding to the template
complex, we conducted a series of truncations within the tomosyn
SNARE motif and assessed their interactions with the template com-
plex (Fig. 6a, left panel). Removing the C-terminal region led to a
reduction in the lifetime and probability of the tomosyn-bound tem-
plate complex (Fig. 6a, compare trace ii to trace i in the right panel;
Supplementary Fig. 11). Further truncation to the -4 layer of the SNARE
motif abolished the tomosyn-bound template complex (Fig. 6a, trace
iii). The C-terminal region of the tomosyn SNARE motif alone did not
bind the template complex (trace iv). Furthermore, even the
C-terminal polybasic domain of tomosyn enhanced binding, as its
truncation reduced the lifetime and probability of tomosyn binding
(Fig. 6a, trace v; Supplementary Fig. 10). Therefore, themajority of the
SNARE motif contributes to tomosyn’s binding to the template com-
plex. Additionally, at the same concentration, free VAMP2 in the
solution did not impair template complex or induce additional states
(trace vi), reinforcing the cooperative role of tomosyn with VAMP2 in
forming the tetrameric complex.

The large extension increase of the template complex (~1.5 nm)
upon tomosyn binding could arise from either a significant con-
formational change in Munc18-1 or detachment of the C-termini of
syntaxin and VAMP2 fromMunc18-1 (Fig. 6b, left panel). To distinguish
between these scenarios, we mutated the most C-terminal hydro-
phobic layers of syntaxin (I233G/E234G/Y235G at +2 layer) and VAMP2
(F77A at +6 layer) bound to Munc18-1 and tested their effects on
tomosyn binding. As expected19, both modifications significantly
impair the template complex, as indicated by its lower probability and
smaller extension change relative to the unfolded open syntaxin state
6 (Fig. 6b, compare traces i and iii with the first trace in Fig. 5d).
Notably, tomosyn had minimal effect on the two-state transition
(Fig. 6b, compare traces ii to i and traces iv to iii), which suggests that
tomosyn does not strongly bind the template complex with an altered
conformation. This observation rules out the scenario where tomosyn
binding induces unfolding of the C-terminus of either SNAREs. Con-
sequently, we lean toward the alternative hypothesis that tomosyn
binding triggers a large conformational change in Munc18-1. Further
experiments are needed to validate this hypothesis.

Tomosyn’s polybasic domain is critical
The above findings prompted us to re-evaluate the importance of the
different functional domains in tomosyn, starting with the point
mutation in the +6 layer of the SNARE motif (FA-mutant, Fig. 7a). This
mutant was based on the F77Amutant in syb2/VAMP2which abolished
template complex formation, chaperoned SNARE assembly and
secretory vesicle fusion86,91,92. In contrast to wild-type tomosyn, the FA-
mutant failed to reverse the enhanced synaptic depression in cDKO
neurons (Fig. 7b, c) or restore synaptic recovery after high-frequency
stimulation (Fig. 7d, e). However, while the FA-mutant was targeted to
synapses, its expression level was lower thanwild-type tomosyn, which
could partly contribute to its reduced rescue ability (Fig. 7f, g and
Supplementary Fig. 11).

Tomosyns contain two N-terminal WD40 double propeller regions
(together referred to asWD40domains), a proposedauto-inhibitory tail
domain93–95, a SNARE motif and a polybasic domain at the COOH-
terminal end that contains multiple lysines (Fig. 7a). We next tested a
series of C-terminal truncations, stating with the C-terminal polybasic
domain (ΔPB, Fig. 7a). The ΔPB-mutant failed to restore the cDKO
phenotype (Fig. 7b–e), even though this mutant was expressed at
similar levels aswild-type tomosyn (Fig. 7f, g andSupplementary Fig. 11).
Two consecutive larger truncations either removed the SNARE motif
(ΔSNARE-mutant; Fig. 7a), or the SNARE and tail domain, leaving only
theWD40domain intact (WDonly-mutant; Fig. 7a). Again, expression of
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both these mutants could not restore the cDKO phenotype (Fig. 7b–e),
suggesting that theWD40domains alone are not sufficient for tomosyn
function, irrespective of the presence of the tail domain. Notably, just as
the FA-mutant, these mutants were properly targeted to synapses but
their expression levels were reduced compared to wild-type tomosyn
(Fig. 7f, g and Supplementary Fig. 11). Hence, synaptic tomosyn protein
levels might depend on the presence of a functional SNARE motif. All
groups restored their initial EPSC size within 90 s after 10Hz-induced
depression (Supplementary Fig. 11f). Taken together, these results
suggest that tomosyns require both an intact SNARE motif and
C-terminal polybasic domain to function properly.

The polybasic domain contributes to tomosyn vs syb2/VAMP2
diversity
The C-terminal region targeted in the tomosyn- syb2/VAMP2 hybrid
tested above spanned both the SNARE motif and polybasic domain

(Fig. 3). To test whether one domain was solely responsible for the
reduced functionality, partial hybrid constructs were designed: a core-
hybrid in which only the SNAREmotif was replaced and a linker region
(LR)-hybrid in which the linker region of syb2/VAMP2 replaced the
polybasic domain of tomosyn (Fig. 8a). These tomosyn variants were
properly targeted to synapses, were expressed at similar levels and did
not alter neuronal morphology (Fig. 8b and Supplementary Fig. 12).
While wild-type tomosyn efficiently restored the defects in short-term
plasticity and synaptic recovery in cDKOneurons, both the core-hybrid
and LR-hybrid only partially rescued these synaptic defects (Fig. 8c–g),
similar to our previous findings. All groups restored their initial EPSC
size within 90 s after 10Hz-induced depression (Supplementary
Fig. 12f). Thus, the core SNAREmotif and C-terminal polybasic domain
both contributed to the reduced functionality of the original hybrid
mutant, confirming the requirement of these domains for tomosyn
function.

5 s5 nm

7

6

7
6

0 

1076

1062

 -4 

1116
WT

1045

0 

1076
NTD

1045

0 

1076 1116

CTD

1062

 -4 
NTD-4

1045

F=5.0 pN       + Munc18 +Tomosyn

7
7*
6

F=5.5 pN       + Munc18 +Tomosyn CTD

F=4.5 pN       + Munc18 +Tomosyn NTD-4

7

6
F=5.0 pN       + Munc18 +VAMP2

961
VAMP2

 -4 

7
7*
6

PB

0 

1076

 -4 

11041045
ΔPB

PB

F=4.9 pN       + Munc18 +Tomosyn ΔPB

7
7*
6

F=4.5 pN       + Munc18 +Tomosyn NTD

i

ii

iii

iv

v

vi

a

VAMP2 (R)

Syntaxin-1 (Qa)

3a hairpin

b

F=3.8 pN     VAMP2 F77A  +Tomosyn

F=4.0 pN     VAMP2 F77A  -Tomosyn

F=5.2 pN     Syx I233G/E234G/Y235G  -Tomosyn

F=4.8 pN     Syx I233G/E234G/Y235G  +Tomosyn

5 s5 nm

I233/E234/Y235 (+2)
F77 (+6)

i

ii

iii

iv

7
6

7
6

7
6

7
6

Fig. 6 | The entire SNARE motif of tomosyn contributes to its binding to the
template complex. a Effects of tomosyn truncation or VAMP2 on the template
complex. The left panel shows the schematic diagram of different tomosyn
domains that remained in the truncated tomosyn relative to the entire SNARE
domain, including the N-terminal SNARE motif or domain (NTD), the C-terminal
SNARE domain (CTD), and the polybasic domain (PB). The right panel is the cor-
responding extension-time trajectory at constant mean force F in the presence of
2μM free WT or truncated tomosyn or VAMP2 in the solution. The folding states

corresponding to different extensions are labeled on the right and illustrated in
Fig. 5c. The red curves represent the idealized transitions derived from hidden
Markov modeling. b Left panel: the structure of the template complex (PDB ID
1SFC) with the mutated C-terminal hydrophobic layers indicated. Right panel: the
extension-time trajectories at constant mean force showing folding and unfolding
transition of the templated complex in the absence and presence of the tomosyn
SNARE motif. See also Supplementary Fig. 10.

Article https://doi.org/10.1038/s41467-024-46828-1

Nature Communications |         (2024) 15:2652 10



Discussion
In this study, we characterized the role of the twomammalian tomosyn
genes in SNARE complex assembly, SNARE-dependent membrane
fusion and synaptic transmission. Hippocampal neurons lacking both
tomosyns exhibited a decreased energy barrier for synaptic vesicle
fusion and, consequently, an increased initial synaptic strength,

followed by more pronounced synaptic depression and slower
recovery (Figs. 1, 2). While expression of wild-type tomosyn-1 fully
rescued cDKO phenotypes, a hybrid containing the SNARE motif of
syb2/VAMP2did not (Fig. 3). In linewith thesefindings, singlemolecule
force measurements revealed that tomosyn’s SNARE motif fails to
form a tomosyn-template complex with Munc18-1 and syntaxin-1
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one-way ANOVA tested the significance of adding experimental group as a pre-
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(*<0.05; **<0.01;***<0.001) were adjusted with a Bonferroni correction. Red aster-
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viations: PB (polybasic domain), n.s. (not significant). See also Supplementary
Fig. 11. Source data are provided as a Source Data file.
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(Fig. 4), but instead binds to the synaptic template complex VAMP2:-
Munc18-1:Syntaxin-1 to block its association with SNAP-25 (Fig. 5).
Finally, the majority of tomosyns’ C-terminus, including the polybasic
region, contribute to this binding (Fig. 6) and is required for its effects
on synaptic transmission (Figs. 7, 8).

Our data show that tomosyn deficiency leads to a substantially
increased initial synaptic strength. This is consistent with previous
findings in nematode and fly neuromuscular junction39–41. However, in
these studies, tomosyn deficient synapses had larger docked and
primed vesicle pools. In contrast, we found no evidence for enlarge-
ment of docked/primed pools. Mammalian and invertebrate neurons
also show marked differences regarding the role of tomosyns in the
other regulated secretion pathway (neuropeptide/neuromodulator
release from dense core vesicles96,97).

Our results indicate that tomosyns control membrane fusion by
increasing the energy barrier for fusion (Fig. 2), leading to decreased
probability that vesicles fuse upon stimulation (Pves). This is consistent
with previous studies in the fly and mouse neuromuscular junction,
where synapses lacking tomosyn had a high spontaneous release

frequency and exhibited faster synaptic depression41,47. Synaptic vesi-
cles are known to have heterogeneous Pves (e.g., primed and super-
primed vesicles)16,98–102. Tomosynsmay shift the balance towardsmore
low-Pves vesicles, causing the same stimulus to release a smaller frac-
tion of the same pool of primed vesicles and thereby limiting initial
synaptic strength, but also limiting pool depletion. Because tomosyns
do not influence the vesicle recruitment/priming rate (Fig. 2k and
Supplementary Fig. 5i), their net effect is to allow vesicle fusion to be
more evenly distributed during action potential trains. These short-
term plasticity phenomena are regarded as crucial in synaptic com-
putation, such as working memory103 and sensory processing25.

Priming is defined as one or more molecular events upstream of
the actual fusion reaction that brings vesicles in a readily releasable
state and iswidely considered to involve the initial interaction between
SNARE proteins on the vesicle and active zone membranes. As a con-
sequence, the energy barrier that needs to be overcome for the two
lipid bilayers to merge is lowered. After this initial step, additional
molecular events may further influence the remaining energy barrier,
such as phorbol esters72,75, complexins104, Munc13 activation74,105,106,
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VAMP2-hybrid. a Schematic representation of mutant constructs created to test
the individual contributions of the linker region and the SNAREmotif to the lack of
interchangeability of the corresponding regions in tomosyn and VAMP2.
b Normalized synaptic tomosyn-1 expression. Control n = 22/4, cDKO n= 23/4, +
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(+Core), ***p <0.0001 (+LR). f, g Recovery of the initial amplitude was tested by

high-frequency stimulation (80 pulses at 40Hz) followed by a recovery pulse after
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g Quantification of EPSC recovery (normalized to 1st). Post hoc comparisons
against +WT: ***p <0.0001 (cDKO), *p =0.0043 (+Core), ***p <0.0001 (+LR). N =
cells/independent cultures. In (b, e,g), boxplots displaymedian (center), upper and
lower quartiles (box bounds) and whiskers to the last datapoint within 1.5x inter-
quartile range. In (d), data are presented as mean± SEM. A one-way ANOVA tested
the significance of adding experimental group as a predictor, see Supplementary
Table 1. For post-hoc comparison to +WT group, p-value thresholds (*<0.05;
**<0.01;***<0.001) were adjusted with a Bonferroni correction (α/number of tests).
Abbreviations: PB (polybasic domain); LR (Linker region); n.s. (not significant). See
also Supplementary Fig. 12. Source data are provided as a Source Data file.
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PKC-dependent phosphorylation of Munc18-18,107, synaptotagmin-1108,
or liprin-alpha109, and synaptic plasticity phenomena such as
augmentation73 and post tetanic potentiation80. The effect of tomosyn
deficiency on synaptic strength and short-term plasticity resembles
the effect of these effects/phenomena and therefore likely acts at the
same, post-priming step. We find that tomosyns bind the pre-
assembled template complex, an early step downstream of the initial
interaction between SNARE proteins (priming), to attenuate SNARE
assembly and increase the fusion barrier (Fig. 9).

While tomosyns reduce synaptic strength at the onset of activity,
synaptic responses following exhaustive stimulation were similar in
control and tomosyn-deficient neurons (Fig. 2g–i). Under these con-
ditions, most fusing vesicles are probably newly recruited vesicles.
These vesiclesmay not yet be targeted by tomosyns And have a similar
Pves. This is further supported by the observation that tomosyns only
increased the energy barrier for vesicles released during the initial
sucrose application, but not in newly recruited vesicles that were
released during a second application (Fig. 2l, m). Tomosyn-deficient
neurons regained their initial enhanced EPSC size after short-term
depression (Supplementary Figs. 7f, 11f, 12f) or after exhaustive sti-
mulation (Fig. 2g–i) after 60-90 s recovery, suggesting that tomosyn-
dependent suppression of Pves is fully reinstated within minutes. A
recent paper suggests that stronger synapses generally recover more
slowly from short-term depression due to a higher abundance of fully-
primed but slowly-recovering vesicles110. Tomosyns may inhibit vesi-
cles from entering such a high Pves state, effectively accelerating
recovery from depression.

Our data argue against the concept that tomosyns directly com-
pete with syb2/VAMP2 in SNARE assembly. This view is mainly derived
from the observation that the tomosyn SNARE motif forms a stable
ternary complexwith syntaxin-1 and SNAP-25, similar to syb2/VAMP232.
We showed that, despite its much slower folding rate, the SDS-
sensitive tomosyn SNARE complex is as thermodynamically stable as

the SDS-resistant synaptic SNARE complex (Fig. 4). Thus, our single
molecule data generally support the previous observation on the sta-
bility of the tomosyn SNARE complex. However, two main findings
challenge the in vivo relevanceof this ternary complex: First, swapping
the SNARE motif of tomosyn with that of syb2/VAMP2 failed to rescue
tomosyn null mutant phenotypes, suggesting that the SNARE motif of
tomosyns does not directly compete with syb2/VAMP2 for SNARE
assembly (Fig. 3). Second, tomosyn’s SNARE motif failed to form a
template complex with Munc18-1 and syntaxin-1 in the way that syb2/
VAMP2 does (Fig. 5). Consequently, Munc18-1 did not promote the
assembly of tomosyn-containing SNARE complexes, consistent with a
previous observation31. Taken together, our results challenge the
proposed competition between tomosyns and VAMP2 during physio-
logical SNARE complex assembly. Our data reveal that, instead, the
SNARE motifs of both tomosyns and syb2/VAMP2 cooperatively bind
to Munc18-1-bound open syntaxin-1 to form a tomosyn-bound tem-
plate complex that blocks further SNARE assembly by association of
SNAP-25 (Fig. 9a). Our finding is consistent with the negative role of
tomosyn in SNARE assembly in the presence of both Munc18-1 and
Munc13-131.

This study provides further evidence that physiological SNARE
assembly ismediated by the template complex17–19,21–23,111. The template
complex likely serves as a key target to regulate SNARE-mediated
membrane fusion, for example via Munc13-1112 and phosphorylation of
Munc18-119. The template complex is stabilized by extensive interac-
tions between Munc18-1 and SNAREs19,23, as well as interactions
between the two aligned SNAREs. These interactions enhance the
specificity of SNARE pairing. Thus, it is not surprising that tomosyns
bind Munc18-1 in a way different from syb2/VAMP2, despite their
similar SNAREmotifs. In addition, both syb2/VAMP2 and syntaxin-1 are
recruited byMunc13-1 and other regulatory proteins to form template
complexes, and this recruitment depends on themembrane anchoring
of both SNAREs6,8,112. These observations may explain why tomosyn
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Fig. 9 | Graphic representation of the workingmodel of tomosyns attenuating
SNARE assembly and synaptic depression. a Munc18-1 sequesters syntaxin in a
‘closed’ conformation unable to associate with other SNAREs118. This closed dimer
transits to anopenconformation inwhich the SNAREmotif is accessible, assistedby
Munc13119. Syb2/VAMP2 binds to the open syntaxin complex to form the template
complex in which the N-terminal regions of both SNAREmotifs are aligned. Finally,

tomosyns bind the VAMP2-containing template complex, preventing SNAP-25
binding and further SNARE assembly. b Schematic of the energy landscape for
synaptic vesicle priming and fusion. Tomosyns bind the assembling template
complex to produce a higher fusion barrier SNARE complex state lacking SNAP-25.
As a result, a smaller fraction of the vesicle pool will be released upon stimulation,
which reduces synaptic strength and limits synaptic depression.
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hybrids containing the SNARE motif of syb2/VAMP2 do not compete
with vesicle-anchored syb2/VAMP2 for template complex formation
(Figs. 3, 8). In conclusion, tomosyns target the syb2/VAMP2-containing
template complex to regulate SNARE assembly and synaptic
transmission.

In conclusion, our data show that tomosyns play a critical role in
regulating synaptic strength, preventing primed synaptic vesicles from
depletion during the onset of action potential trains (Fig. 9). In this
way, tomosyns limit synaptic depression and stabilize information
transfer during repetitive firing. The exact impact of this regulation for
cognitive functions remains to be determined, but modeling of
working memory and the association of tomosyn mutations with
neurodevelopmental disorders both suggest that this impact is sub-
stantial. More experiments are required to elucidate the structure of
the tomosyn-bound template complex and the impact of tomosyn’s
N-terminal domain on the structure.

Methods
Animals
Animal experiments were conducted under a CCD-protocol issued by
the Central Authority for Scientific Procedures on Animals (CCD -
Centrale Commissie Dierproeven) and approved by the Dutch gov-
ernment (VWA, Netherlands Food and Consumer Product Safety
Authority) and local authorities (DEC, IvD VU-VUmc) in accordance
with the European Council Directive (2010/63/EU). The generation of
homozygous Tom2lox mice containing LoxP recombination sites
flanking exon 3 of Stxbp5l was previously described47. A similar strat-
egy was used to generate Tom1lox mice (Cyagen Biosciences). In short,
a tomosyn-1 knock-in targeting vector was constructed by flanking
exon 2 with lox2272 recombination sites. Homologously targeted
Tom1lox embryonic stem cells (C57BL/6) were injected into blastocysts
and implanted into pseudopregnant females to produce germ-line
chimeras,whichwerematedwith inbredC57BL/6mice. Tom1/2double
lox mice were obtained by mating C57Bl/6 Tom1lox mice with C57Bl/6
Tom2lox mice. Newbornpups fromhomozygousmatings were used for
the preparation of neuronal cultures in all the described experiments.
Hippocampi from several pups from one nest were pulled in one cul-
ture preparation, which was considered as one biological replicate.
Information on sex was not collected.

Cell culture
Animals were sacrificed on postnatal day 1 (P1). Hippocampi were
dissected in cold Hanks’ balanced salt solution (Sigma, H9394) sup-
plemented with 10mM HEPES (Gibco, 15630-056) and digested with
0.25% Trypsin (Gibco, 15090-046) for 10–20min at 37 °C. After wash-
ing three times with Hanks-HEPES the hippocampi were triturated
using fire-polished glass pipettes in DMEM-glutamax (Gibco, 31966-
021) supplemented with 10% heat-inactivated fetal calf serum (Gibco,
10270), 1% non-essential amino acids (Sigma, M7145) and 1% Penicillin-
Streptomycin (Gibco, 15140-122). For functional analyses, neurons
were plated on 18mm glass coverslips in 12-well plates at a density of
2000 cells/well for single (autaptic) cultures and 8000 cells/well for
micro-network cultures. Coverslips contained micro-islands of freshly
prepped rat glia (see details below) in neurobasal medium (Gibco,
21103-049) supplemented with 2% B-27 (Gibco, 17504-044), 1.8%
HEPES, 0.25% glutamax (Gibco, 35050-038) and 0.1% Penicillin-
Streptomycin. Micro-islands were generated as described
previously61. Briefly, etched glass coverslips coated with agarose (Type
II-A; Sigma, A9918) were stamped with 0.1mg/mL poly-D-lysine
(Sigma, P6407) mixed with 0.7mg/mL rat tail collagen (BD Bios-
ciences, 354236) and 10mMacetic acid (Sigma, 45731) using a custom-
made stamp. Rat glia were prepared from the cortices of newborn rats
(Wistar, strain code 003). Cortices were digested in papain (Wor-
thington Biochemical Corporation LS003127) at 37 °C for 45min and
triturated in supplemented DMEM. Glia were plated and expanded in

T175 flasks. Freshly cultured rat glia were plated at a density of 8000/
well for 5 days until confluent. For high density cultures for Western
blot, neurons were plated at 300k/well on poly-L-Ornithine (Sigma,
P4957) and laminin (Sigma, L2020) coated 6-well plates. Neurons were
infectedwith lentiviral particles onday in vitro (DIV) 3 or 6 andused for
experiments on DIV 13-18.

Plasmids
Plasmids for lentiviral expression of EGFP-tagged active or inactive cre-
recombinase behind a synapsin promotor were obtained from Pascal
Kaeser59,113 and possess an additional nuclear localization sequence of
nucleoplasmin114 in the N-terminus of EGFP to ensure optimal nuclear
localization. Rescue constructs encoding full-length tomosyn-1
(NP_001074813.2, aa1-1116) and truncated and mutated versions con-
tained a N-terminal mScarlet via a T2A sequence for selection of
infected neurons and were cloned into a synapsin promoter-driven
construct, sequence verified and subcloned into pLenti vectors. Viral
particles were produced using HEK cells115.

For proteins used in single molecule study, the amino acid
sequences corresponding to WT SNARE and Munc18-1 were described
elsewhere in detail19. The genes containing the cytoplasmic domains of
rat syntaxin-1(aa1-265), syb2/VAMP2(aa1-96), SNAP-25(aa1-206),
mouse tomosyn-1 R-SNARE(aa1045-1116) and rat Munc18-1(aa1-594)
were cloned into the pET-SUMO vector encoding 6xHis-tag followed
by a SUMO tag at the N termini. The full-length cysteine-free SNAP-25
was cloned into pET-15b vector encoding 6xHis-tag at the N terminus.

Protein expression, purification and SNARE preparation
All SNARE proteins andMunc18-1 were expressed in BL21 E. coli cells at
37 °C for 3 h with 1mM isopropyl β-D-1-thiogalactopyranoside (IPTG).
Proteins then were purified using Ni-NTA-agarose beads and eluted
with 300mM imidazole and exchanged to buffer containing 25mM
HEPES (pH 7.4), 140mMKCl, and 2mM tris(2-carboxyethyl) phosphine
(TCEP). Syntaxin-1 was then biotinylated at its C-terminal Avi-tag with
the biotin ligase BirA. Ternary SNARE complexes were prepared and
crosslinked with DNA handles as was previously described19. Briefly,
syntaxin-1, SNAP-25, and syb2/VAMP2 or tomosyn were mixed at a
molar ratio of 0.8:1:1.2, incubated at 4 °C, and purified using the 6xHis-
tag on SNAP-25 and Ni-NTA-agarose. The eluted SNARE complexes
were crosslinked with DTDP (2,2’-dithiodipyridine disulfide) treated
DNA handles with a molar ratio of 50:1 in 100mM phosphate buffer,
500mM NaCl, pH 8.5.

Dual-trap optical tweezers
Theoptical tweezerswere home-built asdescribed elsewhere. Briefly, a
1064 nm laser beam is expanded, collimated, and split into two
orthogonally polarized beams, one of which is reflected by a mirror
attached to a nano-positioning stage (Mad-city Labs, WI). The two
beams are then combined, expanded again, and are then focused by a
water-immersed60xobjectivewith a 1.2 numerical aperture (Olympus,
PA) to form twooptical traps in the sampleplane in the central channel
of a home-built microfluidic flow chamber. One of the two traps is
stationary; the other trap can be moved using the nano-positioning
stage. The outgoing laser beams are collimated by a second water-
immersed objective, split again by polarization, and projected onto
two position-sensitive detectors (Pacific Silicone Sensor, CA). Dis-
placements of the trapped beads are detected by back-focal plane
interferometry. Optical tweezers are remotely operated through a
computer interfacewritten in LabVIEW (National Instruments, TX).The
force constants of two optical traps are determined by the Brownian
motion of the trapped beads before each experiment.

Single-molecule experiments and data analysis
An aliquot of the crosslinked protein-DNA sample was incubated with
anti-digoxigenin coated polystyrene beads 2.17 µm in diameter
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(Spherotech, IL), diluted in phosphate-buffered saline (PBS), and injec-
ted into the top channel of a microfluidic chamber. Streptavidin-coated
polystyrene beads of 1.76 µm were injected into the bottom channel.
Both top and bottom channels were connected to a central channel by
capillary tubes, where both kinds of beadswere trapped. A single SNARE
complex was tethered between two beads by bringing them close. Data
were recorded at 20 kHz, mean-filtered to 10kHz. The single-molecule
experiment was conducted in PBS at 23(±1) °C. An oxygen scavenging
systemwas added to prevent potential protein photo-damageby optical
traps. The single protein-DNA tether was pulled or relaxed by increasing
or decreasing trap separation at a speed of 10nm/s.

The methods of data analysis were described in detail
elsewhere88–90. Briefly, by analyzing the extension trajectories using a
two- or three-state hidden-Markov modeling (HMM), the probability,
extension, force, lifetime (Supplementary Fig. 10), and transition rates
for each state were obtained. To relate the experimental measure-
ments to the conformations and energy (or the energy landscape) of
different SNARE states at zero force, we constructed structural models
for these states based on crystal structures of the SNARE four-helix
bundle and the template complex. These states were characterized by
the contour lengths of the unfolded polypeptides and free energy,
which were chosen as fitting parameters. The extension and energy of
the whole tethered dumbbell, including the DNA handle, were calcu-
lated using the Marko-Siggia formula. Then, we computed the prob-
ability of each state basedon theBoltzmanndistribution and transition
rates based on the Kramers’ equation. Finally, we fit the calculated
state extensions, forces, probabilities, and transition rates to the cor-
responding experimental measurements using the nonlinear least-
squares fitting, which revealed the conformations and energies of
different SNARE folding states as best-fit parameters.

Western blot
High density neuronal cultures were lysed onDIV14 in Laemmli sample
buffer. Lysates were heated at 95 °C for 5min and loaded on sodium
dodecyl sulfate (SDS) polyacrylamide gels. Proteins were resolved at
100V and transferred to nitrocellulose membranes using wet tank
transfer system (Bio-Rad). Successful transfer was validated by Pon-
ceau S staining of membranes. Membranes were blocked for 30min in
5% milk powder dissolved in Tris-buffered saline containing 0.1%
Tween-20 detergent (TBST, pH 7.4). Thereafter, membranes were
incubated overnight at 4 °C with primary antibodies dissolved in
blocking buffer. The following primary antibodies were used: poly-
clonal rabbit anti-tomosyn (1:1000, Synaptic Systems 183103), mono-
clonalmouse anti-syntaxin (1:2000, Sigma S0664),monoclonalmouse
anti-SNAP-25 (1:1000, Covance SMI-81R), monoclonal mouse anti-
VAMP2 (1:1000, Synaptic Systems 104211), monoclonal mouse anti-
actin (1:2000, Chemicon MAB1501). After the incubation with primary
antibody solutions, membranes were washed three times in TBST and
incubated for 1 h at room temperature with horseradish peroxidase
coupled secondary antibodies (Agilent Dako) diluted at 1:10000 in
blocking buffer. Membranes were rinsed three times in TBST and
developed on the Odyssey Fc imaging system (LI-COR Bioscience)
using SuperSignal West Femto Maximum Sensitivity Substrate
(Thermo Scientific). Chemiluminescent signals were analyzed using
Image Studio Lite Software. Bands for tomosyn-1 were corrected for
loading by normalizing to the corresponding actin bands. Then, the
percentage of control was calculated using the corrected values. Four
biological replicates were used. For each biological replicate 3 tech-
nical replicates were blotted.

Immunocytochemistry
Neurons were fixed with 3.7% formaldehyde (Electron Microscopy
Sciences) on DIV 15. After 20min, cells were washed with home-made
phosphate-buffered saline (PBS) and stored or directly permeated

using 0.5% Triton X-100 for 5min. Blocking solution (BS) contained
0.2% normal goat serum and 0.1 % Triton X-100. BS was applied for
30min followed by 2 h primary antibody incubation at room tem-
perature (RT). Antibodies were diluted in BS. Cells were stained for
MAP2 as a dendrite marker and synaptophysin-1 as a synapse marker.
The following antibodies were used: polyclonal chicken anti-MAP2
(1:500, Abcam ab5392), polyclonal guinea pig anti-synaptophysin-1
(1:500, Synaptic Systems 101004), polyclonal rabbit anti-tomosyn
(1:500, Synaptic Systems 183103). After washing three times with PBS,
cellswere incubatedwith secondary antibodies diluted 1:1000 inBS for
1 h. The following secondary antibodies were used: goat anti-chicken
Alexa546, goat anti-guinea pig Alexa488, goat anti-rabbit Alexa647
(Molecular Probes). After another threewashes in PBS, coverslips were
mounted on microscope slides using DABCO-Mowiol (Invitrogen).
Cells were imaged on a confocal laser-scanning microscope (Nikon
Eclipse Ti A1) using a 40× oil immersion objective (NA 1.3). Only EGFP-
positive autapses were imaged. Neuronal morphology, synapse num-
bers and the average tomosyn intensity per neuron were analyzed
using the semi-automated platform SynD65 (www.johanneshjorth.se/
SynD). For each morphological parameter a mask was created based
on themarker signal. The neuritemask was based onMAP2 signal. The
synapse mask was created based on synaptophysin-1 puncta. Average
tomosyn levels were measured within these puncta.

Electrophysiology
Autaptic neurons were subjected to whole-cell voltage-clamp record-
ings (Vm= −70mV)onDIV 13-16. Experimentswereperformedat room
temperature with borosilicate glass pipettes (Science products GmbH,
2.5-4.5 Mohm) filled with (in mM): 136 KCl, 17.8 HEPES, 1 EGTA, 0.6
MgCl2, 4 ATP-Mg (Sigma, A9187), 0.3 GTP-Na (Sigma, G8877), 12
phosphocreatine dipotassium salt (Calbiochem, 237911) and 50 U/ml
phosphocreatine kinase (Calbiochem, 2384) (pH = 7.3, ~300mOsmol).
Extracellular solution contained the following (in mM): 10 HEPES, 10
Glucose, 140 NaCl, 2.4 KCl, 4 MgCl2 and 2 CaCl2 (pH = 7.30,
~300mOsmol). Solutions were made from stock with HEPES and Glu-
cose added fresh, solutions were filter-sterilized and stored at 4 °C
until use. Patch-clamp recordings were performed with a MultiClamp
700B amplifier and Digidata 1550B or an Axopatch 200B amplifier and
Digidata 1440A, controlled by Clampex 10.6 software (Molecular
Devices). For gap-free recordings of spontaneousminiature EPSCs, the
sampling rate was set to 20kHz and low-pass Bessel filter was set to
5−6 kHz. For episodic stimulations, the sampling rate was set to 10 kHz
and low-pass Bessel filter to 2 kHz. Resistance was compensated by
70–80% (bandwidth 7.52Hz). Feedback resistor 500 MΩ was adjusted
only if EPSCs were larger than 20nA. Action potentials were elicited by
a 1ms depolarization to 30mV. Recordings were excluded if series
resistance was higher than 15MΩ, leak current exceeded 300pA or
EPSC size was below 300pA. GABAergic recordings were identified
based on their postsynaptic decay kinetics and excluded. Offline ana-
lysis was performed with MATLAB R2018b and R2019a (Mathworks)
using custom-written software routines (github.com/vhuson/view-
EPSC). EPSC kinetics were calculated in Clampfit 10.6.

Micro-networks
Micro-networks consisting of 3–10 neurons (DIV14-18) were recorded
and analyzed as described abovewith the followingmodifications. The
GABAA receptor antagonist picrotoxin (PTX, 50 µM, Hellobio) was
added to the extracellular solution to block inhibitory currents.
Spontaneous vesicle release was measured in the presence of 1 µM
tetrodotoxin (TTX). Action-potential evoked EPSCs were elicited by
local electric stimulation (1.5mA, 1ms) using a concentric electrode
(CBCBG75, FHC). For evoked release, intracellular solution contained
(inmM): 115 Cs-gluconate, 10HEPES, 10 TEA-OH, 1 EGTA, 4 CsCl, 2 ATP-
Mg, 0.4 GTP-Na2, 10 phosphocreatine, 1 QX314-Cl (pH = 7.30).
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Hypertonic sucrose application
250mM and 500mM sucrose (Sigma-Aldrich) solutions were freshly
made from aCSF at the start of each experimental week. Sucrose was
applied via gravity infusion through a custom-made barrel system
controlled by a perfusion Fast-Step delivery system (SF-77B, Warner
instrument corporation). Speed of flow was controlled with an Exa-
drop precision flow rate regulator (B Braun). Multiple sucrose appli-
cations were performed in the following order: 250mM, 3min
recovery time, 500mM, 30 s recovery time, 500mM. Each application
of sucrose lasted 7 s. In between sucrose applications, cells were con-
stantly perfused with aCSF. In manual analysis, the charge released
within the first 4 s of sucrose application was calculated. Alternatively,
the sucrose traces were fitted with a minimal vesicle state model as
published previously75,80 usingMATLAB code kindly shared by Vincent
Huson. This method yields a more accurate measure of the readily
releasable pool (RRP) compared to other methods by accounting for
ongoing priming. Additional measures obtained from this fitting are
priming and de-priming rates, the fusion rate (k2) and the energy
barrier for fusion (ΔEa). The release rate and energy barrier at 0mM
sucrose were obtained by analyzing the mEPSCs within the first 6 s
before thefirst applicationof sucrose, recorded in the same traces.The
frequencyofminiatureEPSCs (mEPSCs)within this timewasmultiplied
by the average chargeof onemEPSC; this valuewas thendividedby the
RRP measure to calculate k2 at 0mM sucrose. An estimation of the
energy barrier results from computing the natural logarithm of k2 (see
in ref. 75 for method details). The average estimation from WT cells
was used to calculate the change in the energy barrier evoked by
applications of sucrose. The time of sucrose onset was analyzed using
Clampfit 10.6 (Molecular Devices) by documenting the position of a
cursor manually placed at the start of a sucrose response.

Electron Microscopy
Dissociated hippocampal mouse neurons (5 k/well) were plated on
pre-grown cultures of rat glia on sapphire disks (Wohlwend GmbH) to
form micro-networks of 2–10 neurons per sapphire disk. Prior to cul-
turing, sapphire disks were etched for 30min in 60% sulfuric acid,
washed, incubated in 3M KOH overnight, washed and dried before
carbon coating and subsequent baking at 180C for 2 h. Sapphire disks
were coated by a mixture of 0.1mg/ml poly-d-lysine (Sigma), 0.7mg/
ml rat tail collagen (BD Biosciences), and 10mM acetic acid (Sigma)
and placed in an agarose-coated 12-well plate to form glia monolayer
islands selectively on sapphiredisks. The sapphire diskswere cryofixed
on DIV14 in an EM-PACT2 (Leica Microsystems) high-pressure freezer
in 5% trehalose/10% BSA in 0.05M phosphate buffer (pH 7.4,
320mOsm) cryoprotectant. Frozen samples were postfixed in 1%
OsO4/ 5% saturated K4Fe(CN)6 in H2O in acetone at −90 °C for 74 h
and brought to 0 °Cat 5°/h. After several washeswith ice-cold acetone,
the sapphirediskswerewashedwith propylene oxide and infiltratedby
an increasing EPONconcentration series. The sampleswere embedded
in fresh EPON overnight and left to polymerize at 65 °C for 48 h.

Sapphire disks were separated from the EPON by dipping the
samples in boilingwater and liquid nitrogen and regions with neuronal
networks were selected by light microscopy. These regions were cut
out and mounted on pre-polymerized EPON blocks for ultrathin sec-
tioning. Ultrathin sections (80 nm) were cut parallel to the sapphire
disk, collected on single-slot, formvar-coated copper grids, and
stained in uranyl acetate and lead citrate. Hippocampal synapses were
randomly selected at low magnification using an electron microscope
(JEOL1010) at 60 kV while being blinded for the experimental condi-
tions. The number of docked SVs, total SV number, and active zone
length were measured on digital images taken at 80,000-fold magni-
fication using custom-written semiautomatic image analysis software
running in Matlab (Mathworks). The distribution of active zone prox-
imal vesicles wasmeasured in synapse profiles as the shortest distance
from the vesicular membrane to the plasma membrane within the

active zone region and plotted in 5–10 nm bins using the same soft-
ware. For all morphological analyses the following requirements were
set: clearly recognizable synapses with intact synaptic plasma mem-
branes with a recognizable pre- and postsynaptic area and defined SV
membranes. SVs were defined as docked if there was no distance
visible (<0.7 nm) between the SV membrane and the active zone
plasma membrane.

Statistics
Datasets on single neuron parameters consist of several neuronal cul-
tures (N =number of independent cultures), in which different cover-
slips from the same culture are infected with different viruses resulting
in separate experimental groups (e.g., control and cDKO correspond to
deltaCre-EGFP and Cre-EGFP infected neurons), from which multiple
observations (n = individual neurons) are taken. To account for the
nested nature of our data, weperformedfixed linear regression inwhich
culturewas includedas a linearpredictor.Outliers, definedasdatapoints
more than 3 standard deviations above or below the group mean, were
removed. Data were then standardized into Z-scores by grand mean
centering. A fixed linear regressionmodel was fitted to the standardized
data using the lm() function in R (version 4.1.0). A one-way anova (ana-
lysis of variance) was used to assess whether including the experimental
group as a second linear predictor (formula = y ~Group+Culture) sta-
tistically improved the fit of a model without group information (for-
mula = y ~ 1 +Culture). When more than two experimental groups were
present, post-hoc analysis was performed repeating the fixed linear
regression on pair wise subsets of the data, and p-value thresholds were
Bonferroni-adjusted to account for multiple testing.

Electron microscopy data on low density networks was tested by
multilevel analysis using the lme() function in R (version 4.1.0) with
sapphire disc as nesting level with the highest intracluster correlation
of the data. A one-way anova was used to assess whether including the
experimental group as a predicted variable (formula = y ~ Group, ran-
dom= ~1|Sapphire, method = “ML”) statistically improved the fit of a
model without group information (formula = y ~ 1, random= ~1|Sap-
phire, method = “ML”). Post hoc pairwise contrasts were extracted by
estimated marginal means (emmeans() function), and p-value thresh-
olds were Bonferroni-adjusted to account for multiple testing.

Descriptive statistics are reported (mean, SEM, n and statistical
details) in the Supplementary Table 1, and as box plots unless stated
otherwise. On each box, the center line marks the median, a cross
marks the mean, the box limits indicate the upper and lower quartiles
and the whiskers extend to the last datapoint within 1.5× interquartile
range. Individual datapoints are depicted as filled circles, with open
circles representing outliers.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
All data needed to evaluate the conclusions in the paper are presented
in the main text and Supplementary Information file. Other data and
material are available from the corresponding authors upon
request. Source data are provided with this paper.

Code availability
Published code from the semi-automatic image analysis platformSynD
is available on Github [https://github.com/Hjorthmedh/SynD]116. Cus-
tom code to analyze electrophysiological data is available on Github
[https://github.com/vhuson/viewEPSC]117.

References
1. Jahn, R., Lang, T. & Südhof, T. C. Membrane fusion. Cell 112,

519–533 (2003).

Article https://doi.org/10.1038/s41467-024-46828-1

Nature Communications |         (2024) 15:2652 16

https://github.com/Hjorthmedh/SynD
https://github.com/vhuson/viewEPSC


2. Südhof, T. C. & Rothman, J. E. Membrane fusion: grappling with
SNARE and SM proteins. Science 323, 474–477 (2009).

3. Jahn, R. & Scheller, R. H. SNAREs-engines for membrane fusion.
Nat. Rev. Mol. Cell Biol. 7, 631–643 (2006).

4. Sutton, R. B., Fasshauer, D., Jahn, R. & Brunger, A. T. Crystal
structure of a SNARE complex involved in synaptic exocytosis at
2.4 A resolution. Nature 395, 347–353 (1998).

5. Wickner, W. & Schekman, R. Membrane fusion. Nat. Struct. Mol.
Biol. 15, 658–664 (2008).

6. Rizo, J. Molecular mechanisms underlying neurotransmitter
release. Annu. Rev. Biophys. 51, 377–408 (2022).

7. Toonen, R. F. G. & Verhage, M. Munc18-1 in secretion: lonely Munc
joins SNARE team and takes control. Trends Neurosci. 30,
564–572 (2007).

8. Zhang, Y. & Hughson, F. M. Chaperoning SNARE folding and
assembly. Annu. Rev. Biochem. 90, 581–603 (2021).

9. Feldmann, J. et al. Munc13-4 is essential for cytolytic granules
fusion and is mutated in a form of familial hemophagocytic lym-
phohistiocytosis (FHL3). Cell 115, 461–473 (2003).

10. Spessott, W. A. et al. Hemophagocytic lymphohistiocytosis
caused by dominant-negative mutations in STXBP2 that inhibit
SNARE-mediated membrane fusion. Blood 125, 1566–1577 (2015).

11. van Loon, J. E. et al. Effect of genetic variation in STXBP5 and STX2
on von Willebrand factor and bleeding phenotype in type 1 von
Willebrand disease patients. PLoS One 7, e40624 (2012).

12. Verhage, M. & Sørensen, J. B. SNAREopathies: diversity in
mechanisms and symptoms. Neuron 107, 22–37 (2020).

13. Lin, K.-H., Taschenberger, H. & Neher, E. A sequential two-step
priming scheme reproduces diversity in synaptic strength and
short-term plasticity. Proc. Natl Acad. Sci. USA 119,
e2207987119 (2022).

14. Neher, E. & Brose, N. Dynamically primed synaptic vesicle states:
key to understand synaptic short-term plasticity. Neuron 100,
1283–1291 (2018).

15. Südhof, T. C. Neurotransmitter release: the last millisecond in the
life of a synaptic vesicle. Neuron 80, 675–690 (2013).

16. Verhage, M. & Toonen, R. F. Regulated exocytosis: merging ideas
on fusing membranes. Curr. Opin. Cell Biol. 19, 402–408
(2007).

17. André, T. et al. The interaction of Munc18-1 Helix 11 and 12 with the
central region of the VAMP2 SNARE motif is essential for SNARE
templating and synaptic transmission. eNeuro 7, ENEURO.0278-
20.2020 (2020).

18. Baker, R. W. et al. A direct role for the Sec1/Munc18-family protein
Vps33 as a template for SNARE assembly. Science 349,
1111–1114 (2015).

19. Jiao, J. et al. Munc18-1 catalyzes neuronal SNARE assembly by
templating SNARE association. Elife 7, e41771 (2018).

20. Munch, A. S. et al. Extensionof helix 12 inMunc18-1 induces vesicle
priming. J. Neurosci. 36, 6881–6891 (2016).

21. Parisotto, D. et al. An extended helical conformation in domain 3a
of Munc18-1 provides a template for SNARE (soluble N-
ethylmaleimide-sensitive factor attachment protein receptor)
complex assembly. J. Biol. Chem. 289, 9639–9650 (2014).

22. Sitarska, E. et al. Autoinhibition of Munc18-1 modulates synapto-
brevin binding and helps to enableMunc13-dependent regulation
of membrane fusion. Elife 6, e24278 (2017).

23. Stepien, K. P., Xu, J., Zhang, X., Bai, X.-C. & Rizo, J. SNARE
assembly enlightened by cryo-EM structures of a synaptobrevin-
Munc18-1-syntaxin-1 complex. Sci. Adv. 8, eabo5272 (2022).

24. Yang, J., Jin, H., Liu, Y., Guo, Y. & Zhang, Y. A dynamic template
complex mediates Munc18-chaperoned SNARE assembly. Proc.
Natl Acad. Sci. USA 119, e2215124119 (2022).

25. Abbott, L. F. & Regehr, W. G. Synaptic computation. Nature 431,
796–803 (2004).

26. Tsodyks, M. V. & Markram, H. The neural code between neocor-
tical pyramidal neurons depends on neurotransmitter release
probability. Proc. Natl Acad. Sci. USA 94, 719–723 (1997).

27. Fujita, Y. et al. Tomosyn: a syntaxin-1-binding protein that forms a
novel complex in the neurotransmitter release process. Neuron
20, 905–915 (1998).

28. Groffen, A. J. A., Jacobsen, L., Schut, D. & Verhage,M. Twodistinct
genes drive expression of seven tomosyn isoforms in the mam-
malian brain, sharing a conserved structure with a unique variable
domain. J. Neurochem. 92, 554–568 (2005).

29. Masuda, E. S., Huang, B. C., Fisher, J. M., Luo, Y. & Scheller, R. H.
Tomosyn binds t-SNARE proteins via a VAMP-like coiled coil.
Neuron 21, 479–480 (1998).

30. Hatsuzawa, K., Lang, T., Fasshauer, D., Bruns, D. & Jahn, R. The
R-SNARE motif of tomosyn forms SNARE core complexes with
syntaxin 1 and SNAP-25 and down-regulates exocytosis. J. Biol.
Chem. 278, 31159–31166 (2003).

31. Li, Y., Wang, S., Li, T., Zhu, L. & Ma, C. Tomosyn guides SNARE
complex formation in coordination with Munc18 and Munc13.
FEBS Lett. 592, 1161–1172 (2018).

32. Pobbati, A. V., Razeto, A., Böddener, M., Becker, S. & Fasshauer, D.
Structural basis for the inhibitory role of tomosyn in exocytosis. J.
Biol. Chem. 279, 47192–47200 (2004).

33. Yu, H., Rathore, S. S., Gulbranson, D. R. & Shen, J. The N- and
C-terminal domains of tomosyn play distinct roles in soluble N-
ethylmaleimide-sensitive factor attachment protein receptor
binding and fusion regulation. J. Biol. Chem. 289,
25571–25580 (2014).

34. Wang, S. et al. Genetic evidence for an inhibitory role of tomosyn
in insulin-stimulated GLUT4 exocytosis. Traffic 21,
636–646 (2020).

35. Yizhar, O. et al. Tomosyn inhibits priming of large dense-core
vesicles in a calcium-dependentmanner. Proc.Natl Acad. Sci. USA
101, 2578–2583 (2004).

36. Zhang,W. et al. Tomosyn is expressed in beta-cells and negatively
regulates insulin exocytosis. Diabetes 55, 574–581 (2006).

37. Zhu, Q. et al. Syntaxin-binding protein STXBP5 inhibits endothelial
exocytosis and promotes platelet secretion. J. Clin. Investig. 124,
4503–4516 (2014).

38. Chen, K., Richlitzki, A., Featherstone, D. E., Schwärzel, M. & Rich-
mond, J. E. Tomosyn-dependent regulation of synaptic transmis-
sion is required for a late phase of associative odor memory. Proc.
Natl Acad. Sci. USA 108, 18482–18487 (2011).

39. Gracheva, E. O. et al. Tomosyn inhibits synaptic vesicle priming in
Caenorhabditis elegans. PLoS Biol. 4, e261 (2006).

40. McEwen, J. M., Madison, J. M., Dybbs, M. & Kaplan, J. M. Antag-
onistic regulation of synaptic vesicle priming by Tomosyn and
UNC-13. Neuron 51, 303–315 (2006).

41. Sauvola, C. W., Akbergenova, Y., Cunningham, K. L., Aponte-
Santiago, N. A. & Littleton, J. T. The decoy SNARE Tomosyn sets
tonic versus phasic release properties and is required for
homeostatic synaptic plasticity. Elife 10, e72841 (2021).

42. Ben-Simon, Y. et al. A combined optogenetic-knockdown strategy
reveals a major role of tomosyn in mossy fiber synaptic plasticity.
Cell Rep. 12, 396–404 (2015).

43. Cazares, V. A. et al. Dynamic partitioning of synaptic vesicle pools
by the SNARE-binding protein tomosyn. J. Neurosci 36,
11208–11222 (2016).

44. Sakisaka, T. et al. Dual inhibition of SNARE complex formation by
tomosyn ensures controlled neurotransmitter release. J. Cell Biol.
183, 323–337 (2008).

45. Baba, T., Sakisaka, T., Mochida, S. & Takai, Y. PKA-catalyzed
phosphorylation of tomosyn and its implication in Ca2+-depen-
dent exocytosis of neurotransmitter. J. Cell Biol. 170,
1113–1125 (2005).

Article https://doi.org/10.1038/s41467-024-46828-1

Nature Communications |         (2024) 15:2652 17



46. Cheviet, S. et al. Tomosyn-1 is involved in a post-docking event
required for pancreatic beta-cell exocytosis. J. Cell Sci. 119,
2912–2920 (2006).

47. Geerts, C. J. et al. Tomosyn-2 is required for normal motor per-
formance in mice and sustains neurotransmission at motor end-
plates. Brain Struct. Funct. 220, 1971–1982 (2015).

48. Cukier, H. N. et al. Exome sequencing of extended families with
autism reveals genes shared across neurodevelopmental and
neuropsychiatric disorders. Mol. Autism 5, 1 (2014).

49. Davis, L. K. et al. Novel copy number variants in children with
autism and additional developmental anomalies. J. Neurodev.
Disord. 1, 292–301 (2009).

50. De Rubeis, S. et al. Synaptic, transcriptional and chromatin genes
disrupted in autism. Nature 515, 209–215 (2014).

51. Hamdan, F. F. et al. De novo mutations in moderate or severe
intellectual disability. PLoS Genet. 10, e1004772 (2014).

52. Kumar, R. et al. Homozygous mutation of STXBP5L explains an
autosomal recessive infantile-onset neurodegenerative disorder.
Hum. Mol. Genet. 24, 2000–2010 (2015).

53. Lind-Halldén, C., Manderstedt, E., Carlberg, D., Lethagen, S. &
Halldén, C. Genetic variation in the syntaxin-binding protein
STXBP5 in type 1 von Willebrand disease patients. Thromb. Hae-
most. 118, 1382–1389 (2018).

54. Matsunami, N. et al. Identification of rare recurrent copy number
variants in high-risk autism families and their prevalence in a large
ASD population. PLoS One 8, e52239 (2013).

55. Lehman, K., Rossi, G., Adamo, J. E. & Brennwald, P. Yeast homo-
logues of tomosyn and lethal giant larvae function in exocytosis
and are associated with the plasma membrane SNARE, Sec9. J.
Cell Biol. 146, 125–140 (1999).

56. Ye, S. et al. Platelet secretion and hemostasis require syntaxin-
binding protein STXBP5. J. Clin. Investig. 124, 4517–4528 (2014).

57. Yizhar, O. et al. Multiple functional domains are involved in
tomosyn regulation of exocytosis. J. Neurochem. 103,
604–616 (2007).

58. Burdina, A. O., Klosterman, S. M., Shtessel, L., Ahmed, S. & Rich-
mond, J. E. In vivo analysis of conserved C. elegans tomosyn
domains. PLoS One 6, e26185 (2011).

59. Kaeser, P. S. et al. RIM proteins tether Ca2+ channels to pre-
synaptic active zones via a direct PDZ-domain interaction. Cell
144, 282–295 (2011).

60. Bekkers, J. M. & Stevens, C. F. Excitatory and inhibitory autaptic
currents in isolated hippocampal neurons maintained in cell cul-
ture. Proc. Natl Acad. Sci. USA 88, 7834–7838 (1991).

61. Meijer, M. et al. A single-cell model for synaptic transmission and
plasticity in human iPSC-derived neurons. Cell Rep. 27,
2199–2211.e6 (2019).

62. Barak, B. et al. Tomosyn expression pattern in the mouse hippo-
campus suggests both presynaptic and postsynaptic functions.
Front. Neuroanat. 4, 149 (2010).

63. Geerts, C. J. et al. Tomosyn associates with secretory vesicles in
neurons through its N- and C-terminal domains. PLoS One 12,
e0180912 (2017).

64. Shen, W. et al. Tomosyn regulates the small RhoA GTPase to
control the dendritic stability of neurons and the surface expres-
sion of AMPA receptors. J. Neurosci. Res. 98, 1213–1231 (2020).

65. Schmitz, S. K. et al. Automated analysis of neuronal morphology,
synapse number and synaptic recruitment. J. Neurosci. Methods
195, 185–193 (2011).

66. Dobrunz, L. E. & Stevens, C. F. Heterogeneity of release prob-
ability, facilitation, and depletion at central synapses. Neuron 18,
995–1008 (1997).

67. Zucker, R. S. & Regehr, W. G. Short-term synaptic plasticity. Annu.
Rev. Physiol. 64, 355–405 (2002).

68. Liu, H., Dean, C., Arthur, C. P., Dong,M. &Chapman, E. R. Autapses
and Networks of Hippocampal Neurons Exhibit Distinct Synaptic
Transmission Phenotypes in the Absence of Synaptotagmin I. J
Neurosci 29 7395–7403 (2009).

69. Liu, H., Chapman, E. R. & Dean, C. “Self” versus “Non-Self” Con-
nectivity Dictates Properties of Synaptic Transmission and Plasti-
city. PLoS One 8 e62414-10 (2013).

70. Wierda, K. D. & Sørensen, J. B. Innervation by a GABAergic Neuron
Depresses Spontaneous Release in Glutamatergic Neurons and
Unveils the Clamping Phenotype of Synaptotagmin-1. J Neurosci.
34, 2100–2110 (2014).

71. Rosenmund, C. & Stevens, C. F. Definition of the readily releasable
pool of vesicles at hippocampal synapses. Neuron 16,
1197–1207 (1996).

72. Lou, X., Scheuss, V. & Schneggenburger, R. Allosteric modulation
of the presynaptic Ca2+ sensor for vesicle fusion. Nature 435,
497–501 (2005).

73. Stevens, C. F. & Wesseling, J. F. Augmentation is a potentiation of
the exocytotic process. Neuron 22, 139–146 (1999).

74. Basu, J., Betz, A., Brose, N. & Rosenmund, C. Munc13-1 C1 domain
activation lowers the energy barrier for synaptic vesicle fusion. J.
Neurosci. 27, 1200–1210 (2007).

75. Schotten, S. et al. Additive effects on the energy barrier for
synaptic vesicle fusion cause supralinear effects on the vesicle
fusion rate. Elife 4, e05531 (2015).

76. Zhang, Y. Energetics, kinetics, and pathway of SNARE folding and
assembly revealed by optical tweezers. Protein Sci. 26,
1252–1265 (2017).

77. Sørensen, J. B. Conflicting views on the membrane fusion
machinery and the fusion pore. Annu. Rev. Cell Dev. Biol. 25,
513–537 (2009).

78. Jahn, R.& Fasshauer, D.Molecularmachines governing exocytosis
of synaptic vesicles. Nature 490, 201–207 (2012).

79. Ruiter, M. et al. An electrostatic energy barrier for SNARE-
dependent spontaneous and evoked synaptic transmission. Cell
Rep. 26, 2340–2352.e5 (2019).

80. Huson, V. et al. Post-tetanic potentiation lowers the energy barrier
for synaptic vesicle fusion independently of Synaptotagmin-1.
Elife 9, e55713 (2020).

81. Schneggenburger, R., Meyer, A. C. & Neher, E. Released fraction
and total size of apool of immediately available transmitter quanta
at a calyx synapse. Neuron 23, 399–409 (1999).

82. Yokoyama, S., Shirataki, H., Sakisaka, T. & Takai, Y. Three splicing
variants of tomosyn and identification of their syntaxin-binding
region. Biochem. Biophys. Res. Commun. 256, 218–222 (1999).

83. Gao, Y. et al. Single reconstituted neuronal SNARE complexes
zipper in three distinct stages. Science 337, 1340–1343 (2012).

84. Zhang, Y., Ma, L. & Bao, H. Energetics, kinetics, and pathways of
SNARE assembly in membrane fusion. Crit. Rev. Biochem. Mol.
Biol. 57, 443–460 (2022).

85. Zorman, S. et al. Common intermediates and kinetics, but differ-
ent energetics, in the assembly of SNARE proteins. Elife 3,
e03348 (2014).

86. Ma, L. et al. Munc18-1-regulated stage-wise SNARE assembly
underlying synaptic exocytosis. Elife 4, e09580 (2015).

87. Zhang, X. et al. Stability, folding dynamics, and long-range con-
formational transition of the synaptic t-SNARE complex. Proc. Natl
Acad. Sci. USA 113, E8031–E8040 (2016).

88. Zhang, Y., Jiao, J. & Rebane, A. A. Hidden Markov modeling with
detailed balance and its application to single protein folding.
Biophys. J. 111, 2110–2124 (2016).

89. Jiao, J., Rebane, A. A., Ma, L. & Zhang, Y. Single-molecule protein
folding experiments using high-precision optical tweezers.
Methods Mol. Biol. 1486, 357–390 (2017).

Article https://doi.org/10.1038/s41467-024-46828-1

Nature Communications |         (2024) 15:2652 18



90. Rebane, A. A., Ma, L. & Zhang, Y. Structure-based derivation of
protein folding intermediates and energies from optical tweezers.
Biophys. J. 110, 441–454 (2016).

91. Walter, A. M., Wiederhold, K., Bruns, D., Fasshauer, D. & Sørensen,
J. B. Synaptobrevin N-terminally bound to syntaxin-SNAP-25
defines the primed vesicle state in regulated exocytosis. J. Cell
Biol. 188, 401–413 (2010).

92. Wang, S. et al. Munc18 andMunc13 serve as a functional template
to orchestrate neuronal SNAREcomplex assembly.Nat. Commun.
10, 69 (2019).

93. Hattendorf, D. A. et al. Structure of the yeast polarity protein Sro7
reveals a SNARE regulatory mechanism. Nature 446,
567–571 (2007).

94. Yamamoto, Y., Mochida, S., Kurooka, T. & Sakisaka, T. Reciprocal
intramolecular interactions of tomosyn control its inhibitory
activity on SNARE complex formation. J. Biol. Chem. 284,
12480–12490 (2009).

95. Yamamoto, Y. et al. The tail domain of tomosyn controls mem-
brane fusion through tomosyn displacement by VAMP2. Biochem.
Biophys. Res. Commun. 399, 24–30 (2010).

96. Subkhangulova, A. et al. Tomosyn affects dense core vesicle
composition but not exocytosis in mammalian neurons. Elife 12,
e85561 (2023).

97. Gracheva, E. O. et al. Tomosyn negatively regulates CAPS-
dependent peptide release atCaenorhabditis elegans synapses. J.
Neurosci. 27, 10176–10184 (2007).

98. Sakaba, T., Schneggenburger, R. & Neher, E. Estimation of quantal
parameters at the calyx of Held synapse. Neurosci. Res. 44,
343–356 (2002).

99. Schlüter, O. M., Basu, J., Südhof, T. C. & Rosenmund, C.
Rab3 superprimes synaptic vesicles for release: implications for
short-term synaptic plasticity. J. Neurosci. 26, 1239–1246 (2006).

100. Schneggenburger, R., Sakaba, T. & Neher, E. Vesicle pools and
short-term synaptic depression: lessons from a large synapse.
Trends Neurosci. 25, 206–212 (2002).

101. Taschenberger, H., Woehler, A. & Neher, E. Superpriming of
synaptic vesicles as a common basis for intersynapse variability
andmodulationof synaptic strength.Proc.Natl Acad. Sci. USA 113,
E4548–E4557 (2016).

102. Wölfel, M., Lou, X. & Schneggenburger, R. A mechanism intrinsic
to the vesicle fusion machinery determines fast and slow trans-
mitter release at a large CNS synapse. J. Neurosci. 27,
3198–3210 (2007).

103. Mongillo, G., Barak, O. & Tsodyks, M. Synaptic theory of working
memory. Science 319, 1543–1546 (2008).

104. Xue, M. et al. Binding of the complexin N terminus to the SNARE
complex potentiates synaptic-vesicle fusogenicity. Nat. Struct.
Mol. Biol. 17, 568–575 (2010).

105. Lipstein, N. et al. Munc13-1 is a Ca2+-phospholipid-dependent
vesicle priming hub that shapes synaptic short-term plasticity and
enables sustained neurotransmission. Neuron 109,
3980–4000.e7 (2021).

106. Shin, O.-H. et al. Munc13 C2B domain is an activity-dependent
Ca2+ regulator of synaptic exocytosis. Nat. Struct. Mol. Biol. 17,
280–288 (2010).

107. Wierda, K. D. B., Toonen, R. F. G., de Wit, H., Brussaard, A. B. &
Verhage, M. Interdependence of PKC-dependent and PKC-
independent pathways for presynaptic plasticity. Neuron 54,
275–290 (2007).

108. de Jong, A. P. H. et al. Phosphorylation of synaptotagmin-1 con-
trols a post-priming step in PKC-dependent presynaptic plasticity.
Proc. Natl Acad. Sci. USA 113, 5095–5100 (2016).

109. Emperador-Melero, J. et al. PKC-phosphorylation of Liprin-α3
triggers phase separation and controls presynaptic active zone
structure. Nat. Commun. 12, 3057 (2021).

110. Weichard, I. et al. Fully-primed slowly-recovering vesiclesmediate
presynaptic LTP at neocortical neurons. Proc. Natl Acad. Sci. USA
120, e2305460120 (2023).

111. Meijer, M. et al. Tyrosine phosphorylation of Munc18-1 inhibits
synaptic transmission by preventing SNARE assembly. EMBO J.
37, 300–320 (2018).

112. Shu, T., Jin, H., Rothman, J. E. & Zhang, Y. Munc13-1 MUN domain
and Munc18-1 cooperatively chaperone SNARE assembly through
a tetrameric complex. Proc. Natl Acad. Sci. USA 117,
1036–1041 (2020).

113. Persoon, C. M. et al. The RAB3-RIM pathway is essential for the
release of neuromodulators. Neuron 104, 1065–1080.e12
(2019).

114. Robbins, J., Dilworth, S. M., Laskey, R. A. & Dingwall, C. Two
interdependent basic domains in nucleoplasmin nuclear targeting
sequence: identification of a class of bipartite nuclear targeting
sequence. Cell 64, 615–623 (1991).

115. Naldini, L. et al. In vivo gene delivery and stable transduction of
nondividing cells by a lentiviral vector. Science 272,
263–267 (1996).

116. Hjorth, J. & Schmitz, S. SynD—synapse detector. J. Neurosci.
Methods 195, 185–193. https://doi.org/10.5281/zenodo.
10776474 (2011).

117. Huson, V. & Broeke, J. Matlab software for analyzing patch-clamp
recordings (viewEPSC). Neurosciences-FGA https://doi.org/10.
5281/zenodo.10776486 (2024).

118. Misura, K. M., Scheller, R. H. & Weis, W. I. Three-dimensional
structure of the neuronal-Sec1-syntaxin 1a complex. Nature 404,
355–362 (2000).

119. Ma, C., Li, W., Xu, Y. & Rizo, J. Munc13mediates the transition from
the closed syntaxin-Munc18 complex to the SNARE complex. Nat.
Struct. Mol. Biol. 18, 542–549 (2011).

Acknowledgements
Wewould like to thank Joke Wortel for animal breeding, Ingrid Saarloos
for cloning, Robbert Zalm for producing viral particles, Lisa Laan and
Desiree Schut for preparing glia cultures, and Joost Hoetjes for geno-
typing. We acknowledge Rien Dekker for high-pressure freeze electron
microscopy. Furthermore, we would like to thank Vincent Huson for
providing us with code and for assistance with fitting of hypertonic
sucrose traces. We thank Niels Cornelisse, Ruud Toonen and Jacob
Sørensen for their helpful discussion and comments on this work. This
work is supported by the ZonMw-Veni program (09150161810052 to
M.M.) from theDutchResearchCouncil (NWO), the ERCAdvancedGrant
(322966 to M.V.) of the European Union, the NWO Gravitation program
grant BRAINSCAPES (NWO 024.004.012 to M.V.), the Horizon 2020
grant COSYN (RIA grant agreement no 610307, to M.V.), the Lundbeck
Foundation Grant (R277-2018-802 to M.V.), the DFG (German Research
Foundation) postdoctoral fellowship (DFG project number SU 1131/1-1 to
A.S.) and the NIH grant R35 GM131714 to Y.Z.

Author contributions
M.M, M.Ö., J.Y., Y.Z. andM.V. conceptualized the study. M.M. andM.Ö.
conducted and analyzed electrophysiology and immunofluorescence
experiments in single neurons. M.M. and T.V. conducted and analyzed
electrophysiology in micro-network cultures. J.Y., A.K., Z.F. and Y.Z.
performed single molecule force measurements and analyzed the
data, A.S. performed and analyzed Western blots. J.v.W. supervised
and analyzed electron microscopy experiments. A.J.G. designed con-
ditional tomosyn mice and performed initial characterizations. M.M.,
M.Ö., J.Y., Y.Z. and M.V. wrote the manuscript with input from all other
authors.

Competing interests
The authors declare no competing interests.

Article https://doi.org/10.1038/s41467-024-46828-1

Nature Communications |         (2024) 15:2652 19

https://doi.org/10.5281/zenodo.10776474
https://doi.org/10.5281/zenodo.10776474
https://doi.org/10.5281/zenodo.10776486
https://doi.org/10.5281/zenodo.10776486


Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-024-46828-1.

Correspondence and requests for materials should be addressed to
Marieke Meijer, Jie Yang, Yongli Zhang or Matthijs Verhage.

Peer review information Nature Communications thanks the anon-
ymous reviewers for their contribution to the peer review of this work. A
peer review file is available.

Reprints and permissions information is available at
http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jur-
isdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons licence, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons licence and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this licence, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2024

Article https://doi.org/10.1038/s41467-024-46828-1

Nature Communications |         (2024) 15:2652 20

https://doi.org/10.1038/s41467-024-46828-1
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Tomosyns attenuate SNARE assembly and synaptic depression by binding to VAMP2-containing template complexes
	Results
	A conditional KO mouse for both tomosyn paralogs
	Tomosyn cDKO synapses are stronger and depress�faster
	Tomosyns increase the energy barrier for vesicle�fusion
	Tomosyns promote rapid recovery after intense stimulation
	Tomosyns have no major impact on the docked SV�pool
	A syb2/VAMP2-hybrid fails to mimic tomosyn’s inhibitory function
	The tomosyn SNARE motif forms a stable ternary complex
	Tomosyn does not compete with syb2/VAMP2 in the template complex
	Tomosyn binds to syb2/VAMP2-containing template complexes
	The tomosyn-bound template complex does not bind SNAP-25
	The Tomosyn SNARE motif extensively binds to the template complex
	Tomosyn’s polybasic domain is critical
	The polybasic domain contributes to tomosyn vs syb2/VAMP2 diversity

	Discussion
	Methods
	Animals
	Cell culture
	Plasmids
	Protein expression, purification and SNARE preparation
	Dual-trap optical tweezers
	Single-molecule experiments and data analysis
	Western�blot
	Immunocytochemistry
	Electrophysiology
	Micro-networks
	Hypertonic sucrose application
	Electron Microscopy
	Statistics
	Reporting summary

	Data availability
	Code availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




