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Structure of a TRAPPII-Rab11 activation intermediate 
reveals GTPase substrate selection mechanisms
Saket R. Bagde and J. Christopher Fromme*

Rab1 and Rab11 are essential regulators of the eukaryotic secretory and endocytic recycling pathways. The trans-
port protein particle (TRAPP) complexes activate these guanosine triphosphatases via nucleotide exchange using 
a shared set of core subunits. The basal specificity of the TRAPP core is toward Rab1, yet the TRAPPII complex is 
specific for Rab11. A steric gating mechanism has been proposed to explain TRAPPII counterselection against 
Rab1. Here, we present cryo–electron microscopy structures of the 22-subunit TRAPPII complex from budding 
yeast, including a TRAPPII-Rab11 nucleotide exchange intermediate. The Trs130 subunit provides a “leg” that 
positions the active site distal to the membrane surface, and this leg is required for steric gating. The related 
TRAPPIII complex is unable to activate Rab11 because of a repulsive interaction, which TRAPPII surmounts using 
the Trs120 subunit as a “lid” to enclose the active site. TRAPPII also adopts an open conformation enabling Rab11 
to access and exit from the active site chamber.

INTRODUCTION
Protein and membrane traffic in eukaryotic cells is controlled by 
Rab guanosine triphosphatases (GTPases) that function by recruit-
ing effector protein machinery to generate, transport, and tether 
membrane vesicles and tubules (1, 2). Rab1 and Rab11 have been 
described as the gatekeepers of the Golgi complex (3). Rab1 and its 
close paralogs enable traffic to enter the Golgi from the endoplas-
mic reticulum by recruiting vesicle tethers (4–6). Rab11 and its close 
paralogs regulate anterograde traffic out of Golgi and recycling 
endosome compartments by recruiting effectors to make and transport 
vesicles (7–10). Targeted activation of Rab1 and Rab11 at distinct com-
partments is therefore an essential feature of eukaryotic cells.

The key upstream regulators of Rab GTPase pathways are GEFs 
(guanine nucleotide exchange factors) that determine where and when 
their substrate GTPases are activated. There are at least three re-
ported GEFs for Rab11 (3, 11–15); the Rab11 GEF distributed most 
broadly throughout the eukaryotic kingdom appears to be the 
multisubunit transport protein particle II (TRAPPII) complex (16, 17). 
TRAPPII shares a set of core subunits with the related TRAPPIII 
complex, yet the TRAPPIII complex activates a different substrate, 
Rab1 (18, 19). Mutations in TRAPP subunits are known to be asso-
ciated with a diverse array of human diseases (20).

Previous work using the budding yeast (Saccharomyces cerevisiae, 
hereafter “yeast”) model determined that the same active site was 
used by both TRAPP complexes (21, 22) and that the C-terminal 
HVD (hypervariable domain) tails of the two Rabs play a key role in 
TRAPP complex specificity (23). As the basal specificity of the TRAPP 
core is toward Rab1, it was hypothesized that TRAPPII-specific 
subunits must make additional contact with Rab11 to enable its 
activation. In contrast, TRAPPII counterselection against Rab1 was 
proposed to be enforced via a steric gating mechanism, in which the 
shorter Rab1 HVD tail prevented Rab1 from accessing the TRAPPII 
active site. The key finding supporting the steric gating model was 
the observation that the addition of a ~10-residue Gly-Ser linker to 

the Rab1 HVD tail enabled Rab1 to be activated by TRAPPII both 
in vitro and in vivo (23).

Earlier studies led to an atomic model of the core TRAPP com-
plex and revealed the structural basis for Rab1 nucleotide exchange 
(22, 24). Recently, cryo–electron microscopy (cryo-EM) structures of 
the intact yeast and fly TRAPPIII complexes were reported (25, 26); 
these studies elucidated the architecture of TRAPPIII and deter-
mined how it binds membranes during the Rab activation reaction. 
Low-resolution structures of TRAPPII from multiple organisms have 
also been determined (26–29), yet the central question of how the 
same active site can activate different Rab substrates in different con-
texts remains unresolved. It is not known why TRAPPIII does not 
activate Rab11, how TRAPPII is able to activate Rab11, or how 
TRAPPII counterselects against Rab1 by steric gating.

Here, we report cryo-EM structures of the yeast TRAPPII com-
plex, including the structure of a TRAPPII-Rab11 activation inter-
mediate. These structures reveal the architecture of the complex, 
how the complex binds and activates Rab11, and the orientation of 
the complex on the membrane. We use the structure to guide func-
tional experiments that further determine why TRAPPIII is unable 
to activate Rab11 and why TRAPPII is unable to activate Rab1. We 
describe two different conformations of TRAPPII: an open state that 
allows Rab11 to access the active site chamber and a closed state in 
which the Trs120 lid encloses the chamber to enable Rab11 activation. 
Our findings provide a structural and mechanistic understanding 
of how distinct GTPases can be differentiated by different protein 
complexes sharing a common active site.

RESULTS
Molecular architecture of the yeast TRAPPII complex
Yeast TRAPPII comprises 22 subunits encoded by 10 genes, and 
yeast have two Rab11 paralogs, named Ypt31 and Ypt32. We purified 
endogenous TRAPPII from yeast and prepared a stable TRAPPII- 
Rab11 complex by incubating purified TRAPPII with purified Rab11/
Ypt32 in the presence of alkaline phosphatase (fig. S1). We then 
used single-particle cryo-EM to determine structures of TRAPPII 
by itself and bound to Rab11/Ypt32 (figs. S2 to S4 and tables S1 and 
S2). Because of the flexibility of the complex and the presence of 
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multiple conformational states, we made extensive use of symmetry ex-
pansion, focused refinement, and three-dimensional (3D) classification 
approaches. The resulting focused reconstructions had 0.143-Fourier 
shell correlation (FSC) resolutions ranging from 3.4 to 3.9 Å. The res-
olutions of the consensus monomer and dimer reconstructions were 
3.7 and 4.1 Å, respectively. To facilitate interpretation and model 
building of the entire complex, we produced composite maps using 
density-modified reconstructions of the focused refinements. We were 
able to confidently build over 84% of the residues in the complex, 
representing virtually all of the conserved elements and domains.

Within the dimeric TRAPPII particles, individual monomers 
exhibited two major conformations, which we refer to as the open 
and closed states. TRAPPII monomers bound to Rab11 adopted only 
the closed conformation. We initially focus our description and 
analysis on the Rab11-bound closed conformation and will describe 
the open conformation further below.

Viewed from the “top,” the shape of the TRAPPII dimer is rem-
iniscent of a butterfly (Fig.  1,  A  and  B). Each of the 11-subunit 
monomers forms a triangle shape in which the TRAPP core sub-
units appear to be grasped by tongs composed of the TRAPPII- 
specific Trs120 and Trs130 subunits. The arrangement and struc-
tures of the core subunits are essentially identical to their arrange-
ment and structure within the TRAPPIII and isolated TRAPP core 
complexes (22, 24–26). In the TRAPPII structure, Trs130 is linked 
to the core via Tca17, which serves as a bridge to the Trs33 core sub-
unit, consistent with previous biochemical analyses (30, 31). Trs120 
connects to the core by binding to Trs20 at the site of a human disease 
mutation that is known to disrupt both TRAPPII and TRAPPIII 
assembly (32–34). The arrangement of Trs120 and Trs130 in the com-
plex relative to the core (figs. S5 and S6) fits well with published 
experimental data (30–34) but is different from that inferred from 
negative-stain analysis reported previously (28). Trs65 forms an ex-
tensive interface between the two monomers (fig. S7), confirming its 
established role in dimerization of the TRAPPII complex (28, 30). 
As the structures of Trs65, Trs120, and Trs130 have not been previ-
ously reported, we provide more details regarding their folds and 
comparisons to structural homologs in figs. S5 to S7.

Viewed from the “edge,” TRAPPII is shaped like an arch. This 
curved shape was not observed in published negative-stain analysis, 
perhaps because of staining artifacts (28). Viewed from the “side,” 
each monomer forms a chamber in which Rab11 is sandwiched be-
tween the core and Trs120. The N-terminal portion of Trs120 con-
tains a GTPase fold and bears a strong resemblance to the TRAPPIII 
subunit Trs85. Trs120 interacts with Trs20  in a manner that is 
remarkably similar to the interaction between Trs85 and Trs20 in 
TRAPPIII (fig. S5, B and E).

Trs130 interacts with Tca17 (fig. S6) in a manner identical to 
that recently predicted computationally (35), at the site of a muta-
tion in the human Tca17 paralog TRAPPC2L that disrupts this 
interaction and is associated with a neurodevelopmental disorder 
(36). Notably, the N-terminal region of Trs130 extends a substantial 
distance down below the core of the complex, and we refer to this 
extension as a “leg.” This leg region appeared to be somewhat flexi-
ble, requiring our use of focused refinements to produce reasonable 
density maps that facilitated model building. The “foot” of this leg 
adopts a GTPase fold, akin to the GTPase folds also found in Trs120 
of TRAPPII and Trs85 of TRAPPIII, although we note that none of 
these GTPase-like domains appear able to bind nucleotide. We de-
scribe the importance of the Trs130 leg region further below.

Interaction with Rab11 and orientation of TRAPPII 
on the membrane
As expected from previous work, the nucleotide-binding domain 
(NBD) of Rab11/Ypt32 binds to the TRAPP core in the same active 
site used to bind the Rab1/Ypt1 NBD (Fig. 2 and fig. S8A) (21, 22). 
GEFs exchange nucleotide by destabilizing nucleotide binding to 
the GTPase, resulting in a nucleotide-free, GEF-bound intermedi-
ate. Superposition of the published structure of inactive, guanosine 
diphosphate (GDP)–bound Rab11/Ypt32 (37) onto the nucleotide- 
free activation intermediate indicates that the GTPase “switch I” region 
has undergone a marked opening concomitant with nucleotide re-
lease (Fig. 2A). To compare TRAPP activation of Rab1 versus Rab11, 
we superimposed TRAPPII-bound Rab11/Ypt32 onto the published 
structures of Rab1/Ypt1 bound to the isolated TRAPP core (fig. 
S8A) (22) and Rab1/Ypt1 bound to TRAPPIII (fig. S8B) (25). This 
comparison indicates the structures of the Rab1 and Rab11 nucleotide-
free intermediates, and their interfaces with the TRAPP core of 
their corresponding GEF are quite similar. As found for Rab1/Ypt1, 
Rab11/Ypt32 makes contact with the Bet3, Bet5, Trs31, and Trs23 
subunits, and we observed density corresponding to the C terminus 
of one of the Bet3 subunits interacting with the opened nucleotide- 
binding site. Together, these observations suggest that the core ac-
tive sites of both TRAPPII and TRAPPIII use the same mechanism 
to disrupt nucleotide binding as was first determined for the isolated 
TRAPP core (22).

Somewhat unexpectedly, we observed that the HVD of Rab11/
Ypt32 binds to the same pocket on the Trs31 core subunit (Fig. 2B) 
that binds to the HVD of Rab1/Ypt1 in TRAPPIII (25). Given the 
twofold symmetry of the TRAPPII complex and the fact that acti-
vated Rab11 is anchored to the membrane via hydrophobic prenyl 
modifications of C-terminal cysteine residues, we can confidently predict 
the orientation of the complex on the membrane surface (Fig. 2C).

Rab11 is a poor substrate for the TRAPP core 
due to an unfavorable interaction
To understand why Rab11 is a poor substrate of the TRAPP core, 
we compared the core-Rab1 and core-Rab11 interaction interfaces. 
We identified a potentially unfavorable repulsive interaction of 
the core with Rab11 due to a negatively charged surface of Rab11 
(Fig. 2D and fig. S8, C and D). The corresponding surface of Rab1 is 
less anionic and therefore expected to be more favorable (Fig. 2E 
and fig. S8, E and F). To test whether this surface of Rab11 was re-
sponsible for the inability of the TRAPP core to activate Rab11, we 
grafted the corresponding surface of Rab1 onto Rab11. We found 
that this grafted Rab chimera (fig. S8G) gained the ability to interact 
stably with TRAPPIII in the “GRab-IT” (GEF-Rab Interaction Test) 
ectopic localization assay (23), in which Rab11 does not normally 
interact with TRAPPIII (Fig. 2, F and G). This indicates that Rab11 
is a poor substrate of the core due, at least in part, to this unfavorable 
interaction surface.

Trs120 forms a lid that encloses the active site chamber
Our group previously proposed that TRAPPII is able to activate Rab11 
because the TRAPPII-specific subunits provide additional unknown 
interaction(s) with Rab11 (21, 23). The structure of the TRAPPII- 
Rab11/Ypt32 activation intermediate supports this proposal, as we 
now observe that Trs120 makes multiple direct contacts with Rab11/
Ypt32 on a surface of the GTPase that is distal to its interaction with 
the core (Fig. 3A). We identified three different ordered loops of 
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Trs120 that contact Rab11. One of these loops (“loop 1”) interacts 
with Rab11/Ypt32 by adopting a  strand that binds to the edge of the 
GTPase  sheet (Fig. 3A). The other loops (“loop 2” and “loop 3”) 
make primarily electrostatic interactions with Rab11/Ypt32 (Fig. 3B).

To determine the importance of the interactions between Trs120 
and Rab11, we tested mutants in conserved residues that we expected 
might disrupt this interaction. In the GRab-IT assay, charge-reversal 
mutants of Rab11/Ypt32 expected to introduce repulsive interac-
tions lost the ability to interact stably with Trs120 (Fig. 3, C and D). 
These mutants were also unable to provide the essential function 
of the YPT31/32 genes in a complementation assay (Fig. 3E and fig. 
S9A), although we cannot rule out the possibility that their loss of 
function was due to disruption of effector binding. We therefore 
tested the ability of trs120 loop deletion mutants to complement the 
essential function of the TRS120 gene. We found that deletion of 
any single loop resulted in only a minor growth phenotype, while 
deletion of all three loops resulted in a substantial growth defect 
(Fig. 3F and fig. S9, B and C). Our interpretation of this set of results 
is that, although some specificity is likely contributed by these inter-
actions, these ordered loops may be more important for providing 

steric bulk than for providing specific interactions with Rab11. We 
therefore propose that Trs120 serves as a lid to enclose the active site, 
creating an active site chamber (Fig. 3G). By lowering the off-rate of 
Rab11 from the TRAPP core, the Trs120 lid may enable TRAPPII to 
catalyze nucleotide exchange despite the otherwise unfavorable in-
teraction between Rab11 and the core described above.

Trs130 provides a leg that lifts the active site above 
the membrane to enforce steric gating
The cryo-EM density for the portion of the Rab11/Ypt32 HVD 
bound to the TRAPP core was clear enough that we could confi-
dently model HVD residues 202 to 207 bound to Trs31 (fig. S8H), 
and this modeled sequence is consistent with the established HVD 
sequence requirements for Rab11 activation by TRAPPII (23). The 
residues of the Rab1/Ypt1 HVD required for binding to the equiva-
lent pocket of Trs31  in TRAPPIII have also been mapped (25). 
There is little sequence homology shared between the portions 
of the Rab1 and Rab11 HVDs bound to Trs31 (fig. S8I), yet both 
sequences include the “CIM” motif required for posttranslational 
prenylation (38). Furthermore, in both cases, the HVD adopts a  

90° 90°

70° 70°

A BTop view

Edge view

Side view

Fig. 1. Cryo-EM structure of a TRAPPII-Rab11/Ypt32 activation intermediate. (A) Cryo-EM density of the TRAPPII-Rab11/Ypt32 complex. Subunits are labeled, and the 
complex is shown from top, edge, and side views. (B) Atomic model of the complex.
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strand structure that makes backbone contacts with the  sheet in 
Trs31 [fig. S8H and (25)].

The relative positions of the HVD residues bound to Trs31  in 
each Rab-TRAPP complex (fig. S8I) support the steric gating model 
in which the Rab1 HVD is not long enough for the Rab1 NBD to 
reach the TRAPPII active site (Fig. 4A). To continue probing the steric 
gating model, we aimed to further test the HVD length requirement of 
Rab11. Previous analysis of Rab11 tested the impact of truncations 

of a more N-terminal portion of the HVD, residues 186 to 200 (23), 
which our structure reveals to lie in between the Trs31-binding se-
quence (residues 202 to 207) and the NBD. We therefore produced 
a new truncation of the HVD, removing residues 208 to 215, which 
are C-terminal to the Trs31-binding sequence and are therefore ex-
pected to be required for spanning the gap between Trs31 and the 
membrane surface. This eight-residue truncation resulted in a loss 
of cell viability, which was rescued by substitution of the truncated 
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Fig. 2. Interactions between the TRAPPII core and Rab11/Ypt32. (A) Close-up view of the interaction between the catalytic core (yellow) and nucleotide-free Rab11/
Ypt32 (orange). The structure of inactive, GDP-bound Rab11/Ypt32 (37) is superimposed (green) to show the conformational changes associated with nucleotide release. 
(B) Close-up view of the Rab11/Ypt32 HVD binding site on the Trs31 core subunit. (C) Model for orientation of the complex on the membrane surface. (D) Close-up view 
of TRAPPII-bound Rab11/Ypt32, colored by electrostatics. The anionic patch on the Rab is highlighted with a dashed circle. (E) Close-up view of TRAPPIII-bound Rab1/Ypt1 
(25), colored by electrostatics. The equivalent patch, which is more neutral in Rab1/Ypt1, is highlighted with a dashed circle. (F) Imaging data from a GRab-IT (GEF-Rab 
Interaction Test) experiment testing the association of indicated Rab constructs with TRAPPIII. Note that all Rab constructs harbor a mutation that prevents nucleotide 
binding (see Materials and Methods). Scale bar, 2 m. wt, wild type. (G) Quantification of the GRab-IT data. **P < 0.01.
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residues with an eight-residue Gly-Ser linker (Fig. 4B). The trunca-
tion lost its ability to interact with TRAPPII in the GRab-IT assay, 
but the interaction was restored by the same Gly-Ser linker (Fig. 4, 
C and D). The eight-residue truncation also prevented activa-
tion of fluorescently tagged Rab11/Ypt32 in cells, as monitored by 
its colocalization with the late Golgi marker Sec7, and this phe-
notype was also rescued by addition of an eight-residue Gly-Ser 
linker (fig. S9D). These data provide additional evidence support-
ing the existence of an HVD length constraint for Rab activation by 
TRAPPII.

The N-terminal leg of Trs130 appeared likely to serve as a struc-
tural element responsible for lifting the active site away from the 
membrane (Fig. 4A). To test this possible role of the Trs130 leg, we 
designed an internal truncation of this leg that preserved the putative 
membrane-binding foot region, which includes the GTPase-like 
domain, at the N terminus of Trs130 (Fig. 4E). The truncation re-
moved five ⍺ helices (residues 201 to 340, helices II to VI) from the 
⍺-solenoid portion of Trs130 to generate a “short-leg” construct. As 
predicted by the steric gating hypothesis, truncation of the Trs130 

leg resulted in a gain-of-function phenotype: The short-leg mutant 
gained the ability to stably interact with Rab1/Ypt1 in the GRab-IT 
assay (Fig. 4, F and G). Therefore, the Trs130 leg is required to en-
force counterselection against Rab1.

TRAPPII conformational change may enable Rab11 to access 
the active site
A mixture of open and closed states was present in the TRAPPII- 
only (lacking Rab11/Ypt32) cryo-EM data, and 3D classification 
resulted in classes representing four different conformations of the 
TRAPPII dimer (fig. S3): ~30% of particles sorted into a class in 
which both monomers were closed (“closed/closed”), ~50% of particles 
sorted into two classes in which one monomer was closed and the 
other monomer was either open (“closed/open”) or partially open 
(“closed/partially open,” a state with a conformation that is inter-
mediate between the open and closed states), and ~20% of particles 
sorted into a class in which one monomer was open and the other 
monomer was partially open (“open/partially open”). A state re-
sembling the closed/open state appears to have also been previously 
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observed in a subset of particles imaged during negative-stain EM 
analysis of TRAPPII (28).

Classification of the TRAPPII-Rab11/Ypt32 cryo-EM data re-
sulted in three different classes (fig. S2): ~30% of particles sorted 
into the closed/closed state, ~40% of particles sorted into the closed/
partially open state, and ~30% of particles sorted into the closed/
open state. Rab11/Ypt32 was not bound to the open or partially 
open monomers in any of the classes. This is consistent with the 
idea that closing of the Trs120 lid is required for productive binding 
and subsequent nucleotide exchange of Rab11.

Further 3D classification of the closed/open class of the 
TRAPPII-Rab11/Ypt32 cryo-EM data resulted in a subset (~50%) 
of the particles sorting into a class in which Rab11/Ypt32 bound at 
full occupancy to the closed monomer (fig. S2). Among classes con-
taining at least one open or partially open monomer, this class 
resulted in the highest resolution reconstruction (4.5 Å). We therefore 
used this class for further focused refinements and obtained focused 
maps ranging in overall resolution values of 3.8 to 4.2 Å, which 
aided in model building and analysis of the open conformation-
al state (Fig. 5, A and B).

Compared to the closed state, in the open state, the catalytic core 
has rotated 16°, and the active site chamber has undergone substantial 
expansion. This expansion is accomplished by two major structural 
changes. First, Trs130 has undergone a bending motion in which 
the leg region has moved more distal to its position in the closed 
state (Fig. 5C). Second, Tca17 adopts a completely different set of 
interactions with the core in the open and closed states. In the closed 
state, Tca17 interacts with core subunits Bet3 and Trs33 (Fig. 5D 
and fig. S10, A and B), while in the open state, Tca17 has lost its 
interaction with Bet3 and interacts with a different surface of Trs33 
(Fig. 5E and fig. S10, C and D). The Tca17-Bet3 interactions and 
each of the two different Tca17-Trs33 interactions involve con-
served surfaces of Bet3, Tca17, and Trs33 (although the surface of 
Tca17 involved in the open-state interaction appears somewhat less 
conserved) (fig. S10, E to I). A mutation in TRAPPC6A, one of the 
two human paralogs of Trs33, is associated with a neurodevelop-
mental syndrome (39) and occurs at a position in the structure that 
appears important for stabilizing the open conformation (fig. S10D).

In the closed state, nucleotide-free Rab11 is tightly sandwiched 
in between the TRAPP core and the Trs120 lid, suggesting that con-
formational change is necessary to enable Rab11 to diffuse into or 
out of the TRAPPII active site (Fig. 5, F and G). In the open state, 
the distance between the Trs120 lid and the TRAPP core has in-
creased by ~10 Å relative to the closed state (Fig. 5, H and I). This 
expansion of the active site chamber is expected to more easily ac-
commodate initial binding of Rab11/Ypt32 to the catalytic core. We 
therefore propose that the open state facilitates Rab11 entrance to 
and exit from the active site chamber (movie S1).

DISCUSSION
The structures presented here provide a structural basis for Rab11 
activation by the TRAPPII complex, shed light on diseases associated 
with TRAPP genes, and explain the roles of each of the TRAPPII-
specific subunits. Trs120 acts as a lid to enclose the active site, 
which is necessary for Rab11 activation because Rab11 is a relatively 
poor substrate for the TRAPP core. Trs130 provides a leg to lift the 
active site away from the membrane surface, enforcing counter
selection against Rab1 by steric gating. Tca17 forms two different 

interfaces with Trs33, enabling the complex to adopt both closed 
and open conformations. The open state presumably allows Rab11 
to enter and exit the active site chamber, while the closed state ap-
pears to be required for catalysis.

In the yeast TRAPPII complex, Trs65 creates an extensive inter-
face to dimerize the complex. Metazoan TRAPPII complexes lack a 
homolog of the Trs65 subunit and are correspondingly monomeric 
(26, 27, 30, 32, 40). Dimerization may be important for enforcing 
the orientation of yeast TRAPPII on the membrane surface, so 
it is an open question whether the metazoan TRAPPII complex also 
uses steric gating to counterselect against Rab1. Nevertheless, com-
parison of our findings to published low-resolution structures, cross- 
linking data, and structural predictions of TRAPPII from other 
organisms (figs. S5 and S6) (26, 27, 29) indicates that the overall orga-
nization of the TRAPPII monomer is conserved across eukaryotes. 
We therefore expect the mechanisms used by TRAPPII to identify 
and activate Rab11 to be conserved.

An additional factor may be involved in enforcing the orienta-
tion of TRAPPII on the membrane in both yeast and metazoans. 
Our group previously identified the GTPase Arf1 as a key recruiter 
of TRAPPII (21), and we speculate that Arf1 may bind to a con-
served surface on the bottom of the Trs120 subunit (fig. S5H). This 
would provide an additional leg for TRAPPII, opposite to the 
Trs130 leg. Support for this conjecture comes from biochemical re-
constitution experiments in which Arf1 was required for enforcing 
TRAPPII substrate specificity toward Rab11 and against Rab1 (23). 
Future studies are needed to experimentally identify the Arf1 bind-
ing site on TRAPPII.

Our analysis of the structural data indicates that Tca17 plays a 
key role in conformational switching between the open and closed 
states of TRAPPII. However, although TRS120 and TRS130 are both 
essential genes, TCA17 is not essential in yeast. Examination of the 
structures suggests that in the absence of Tca17, TRAPPII could still 
adopt both the open and closed states, but the complex would be 
more flexible and less stable. Although viable, cells lacking Tca17 
appear to be significantly defective in activating Rab11 at the Golgi 
(31). Further analysis of the implications of switching between the 
open and closed states will require development of mutants that are 
trapped in either state.

More than one conformation was also observed for the fly TRAPPIII 
complex (26). This movement involved changes in the position of 
the TRAPPC8 subunit, which occupies a location in TRAPPIII sim-
ilar to that of Trs120 in TRAPPII. The observed motion of TRAPPIII 
appears quite different from what we observe for TRAPPII. In one 
conformation, TRAPPC8 was predicted to prevent Rab1 binding to 
the core, and in the other conformation, TRAPPC8 was predicted 
to make direct contact with Rab1. Relative to the core binding site 
on the “bottom” face of the Rab, TRAPPC8 appeared to be posi-
tioned to interact with the side of Rab1, whereas we observe that 
the Trs120 lid interacts with the top of Rab11. Therefore, although 
TRAPPC8 was found to be important for Rab1 activation, on the 
basis of the structural data, it appears that TRAPPIII does not use 
TRAPPC8 as a lid (26). Additional studies are required to fully 
define the mechanisms used by metazoan TRAPPIII to distinguish 
and activate its substrate.

Rab GTPases interact with their effectors and regulators on the 
surface of organelle and vesicle membranes. The C-terminal HVD 
tails of Rabs create spacing between the effector-binding NBDs and 
the membrane surface. This spacing and flexibility is thought to be 
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Fig. 5. The open state of TRAPPII may facilitate access to the active site chamber. (A and B) Structure of the closed/open state in which Rab11/Ypt32 is bound to the 
closed monomer. (C) Superposition of Trs130 from the closed and open states. (D) Close-up view of the interactions between Tca17 and the core in the closed state. 
(E) The same as (D) but for the open state. (F) Close-up view of the of Rab11/Ypt32-bound monomer in the closed state. (G) Schematic of the closed state in (F). (H) Close-up 
view of Rab11/Ypt32 superimposed onto the core of the open monomer to demonstrate the increased distance between the core and Trs120. (I) Schematic of the super-
imposed open state model in (H).
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important for the function of Rab effectors such as motors and teth-
ering factors. It is now clear that both the sequence and length of the 
HVD can also be critical determinants used by GEFs to identify their 
Rab substrates. Our work explains how a key Rab regulator meets its 
GTPase substrate where it is—at a distance from the membrane. Our 
findings support the idea that geometrical constraints imposed by 
organelle and vesicle membranes may be a general feature used by 
proteins that interact on membrane surfaces to enforce specificity.

MATERIALS AND METHODS
Antibodies
Mouse monoclonal anti-mNeonGreen antibody was obtained from 
ChromoTek (catalog number 32f6) and used at 1:1000 dilution. 
Rabbit polyclonal anti–glucose-6-phosphate dehydrogenase antibody 
was obtained from Sigma-Aldrich (catalog number SAB2100871) 
and used at 1:25,000 dilution. Mouse monoclonal anti-HA antibody 
(Roche, 12CA5) was used at 1:1000 dilution. Rabbit and mouse im-
munoglobulin G (IgG) horseradish peroxidase–linked whole anti-
bodies were both obtained from Sigma-Aldrich (GE Healthcare; 
catalog numbers NA934 and NA931, respectively) and used at 
1:5000 dilution.

Protein expression and purification
TRAPPII
Endogenous TRAPPII was purified from 48 liters of yeast with Trs130 
tagged at the C terminus with a tandem affinity purification tag 
using the procedure described previously (23) and summarized here 
briefly. Yeast cells were homogenized using a freezer mill (SPEX 
SamplePrep), and the clarified cell lysate was applied to Sepharose 
6B (Sigma-Aldrich) to remove protein that binds to Sepharose non-
specifically. Sepharose 6B purified cell lysate was incubated with IgG 
Sepharose (GE Healthcare) followed by buffer wash steps to remove 
nonspecifically binding proteins. TRAPPII bound to IgG resin was 
incubated with Tobacco Etch Virus (TEV) protease overnight to 
remove the protein A–tag. IgG purified protein was further subjected 
to affinity purification using Calmodulin Sepharose (GE Health-
care). Purified TRAPPII was further subjected to size exclusion 
chromatography (SEC) using a Superdex 200 Increase 3.2/300 col-
umn (GE Healthcare). The final protein buffer was 10 mM tris (pH 8.0), 
150 mM NaCl, 0.1% CHAPS, 1 mM Mg acetate, and 1 mM dithio-
threitol. Peak elution fractions were pooled, concentrated, and 
directly used for cryo-EM analysis of the TRAPPII complex. An 
additional step was used to prepare the TRAPPII-Ypt32 complex as 
described below.
Rab11/Ypt32
A Rab11/Ypt32 construct harboring a glutathione S-transferase (GST) 
tag at the N terminus was expressed recombinantly in Rosetta2 cells 
(EMD Millipore) and purified using the procedure described previ-
ously (21). The C-terminal cysteines (residues 221 and 222), which 
are prenylated in vivo, were substituted with a 7×His tag in this con-
struct. The final purified protein retained the C-terminal 7×His tag, 
while the GST tag was cleaved during the course of the purification.

Preparation of the TRAPPII-Rab11/Ypt32 complex
Tenfold molar excess of purified Rab11/Ypt32-7×His was added to 
the TEV cleavage reaction mixture in the TRAPPII purification 
procedure described above. Calf intestine alkaline phosphatase (In-
vitrogen) was added to the reaction mixture and incubated at 4°C 

overnight to hydrolyze the nucleotide and facilitate stable associa-
tion of nucleotide-free Rab11/Ypt32 with TRAPPII. The TRAPPII- 
Rab11/Ypt32 complex was further purified using the affinity 
chromatography with Calmodulin Sepharose and SEC as de-
scribed above.

Cryo-EM sample preparation, data collection, data 
processing, and model building
Cryo-EM grids for TRAPPII and TRAPPII-Rab11/Ypt32 complexes 
were prepared using the same procedure. Three microliters of sam-
ple (TRAPPII at 6.8 mg/ml and TRAPPII-Rab11/Ypt32 at 5.5 mg/ml) 
was applied to a plasma-cleaned UltrAuFoil R1.2/1.3 (Quantifoil) grid 
inside a Vitrobot IV (Thermo Fisher Scientific) at 4°C and 100% 
humidity. The sample was incubated on the grid for 10 s, followed 
by blotting for 5 s using blot force 3, and then immediately plunged 
into liquid nitrogen–cooled liquid ethane.

Cryo-EM data (tables S1 and S2) were collected using a Talos 
Arctica operating at 200 kV and equipped with a K3 detector and 
BioQuantum energy filter. For the TRAPPII-Rab11/Ypt32 dataset, 
4998 50-frame movies were collected in super-resolution mode (0.62 Å 
per super-resolution pixel). Frame alignment was carried out using 
MotionCor2 (41), and initial defocus estimation was carried out using 
Patch CTF in cryoSPARC (42). A total of 4906 micrographs showing 
CTF resolution estimates higher than 6 Å were selected for further 
processing. The first 200 micrographs were used to pick particles 
using a reference-free particle picker (“Blob picker”). These parti-
cles were subjected to 2D classification and classes showing 
sharp protein-like features were selected as templates for reference-
based particle picking (“Template picker”) to obtain an initial set 
of 979,187 particles, which were Fourier-cropped to 1.43 Å per 
pixel. Additional steps of 2D classification and two-class ab initio 
refinement followed by a two class heterogeneous refinement were 
carried out to remove junk particles, which gave a clean set of 
524,578 particles. This clean particle set was then imported into 
RELION 3.1 (43, 44) and subjected to iterative rounds of 3D refine-
ment with C2 symmetry and CTF refinement followed by a Bayesian 
polishing step to obtain a consensus 3D reconstruction at 3.9 Å. To 
assess the heterogeneity of the dataset, unmasked 3D classifica-
tion was carried out using C1 symmetry, which revealed multiple 
conformational states of the TRAPPII-Rab11/Ypt32 complex as 
summarized in fig. S2. We observed three distinct classes for the 
TRAPPII-Rab11/Ypt32 complex: one in which both the monomers 
were in the “closed” state (closed/closed dimer), one in which one 
monomer was in the closed while the other monomer was in the 
“open” state (closed/open dimer), and a third state in which one 
monomer was in the closed state and the other monomer was in a 
“partially open” state (closed/partially open dimer). The particles in 
the closed/closed dimer class were then subjected to 3D refinement 
using C2 symmetry to obtain a 4.1-Å final reconstruction of the 
symmetric dimer. In this map, the local resolution of the central 
region was higher than that of the regions furthest from the central 
region. We suspected that this could be due to relative movement 
between the two monomers, and therefore, we carried out symme-
try expansion of the particle set in which each particle image was 
superposed on itself after applying a rotation of 180°. We then sub-
tracted the signal for one of the monomers from this symmetry 
expanded dataset and carried out 3D refinement on the subtracted 
particle images to obtain a reconstruction of the closed monomer. 
Further 3D classification was used to select for Rab11/Ypt32-bound 
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closed monomers to obtain a final reconstruction of the closed 
Rab11/Ypt32-bound monomer at 3.7 Å.

The particles in the closed/open and closed/partially open states 
were combined and subjected to 3D refinement to obtain a consen-
sus map of the asymmetric dimer. These particles were then sub-
jected to 3D classification with fixed alignment, which gave two 
closed/partially open classes and two closed/open classes. The class-
es with a partially open monomer showed loss of map density at the 
interface between Trs130, Tca17, and the catalytic core, possibly 
because of the high conformational heterogeneity of this region. 
Among the two closed/open classes, one class showed map density 
for Ypt32 bound to the closed monomer, and this class was further 
refined to obtain a 4.5-Å-resolution reconstruction (asymmetric 
dimer “state A”). The other closed/open class was refined to 4.8 Å 
(asymmetric dimer “state B”). We then subtracted the signal for the 
closed monomer from both the closed/open dimer classes to obtain 
focused maps for the open monomers from these classes. To further 
improve the resolution, the signal-subtracted particles of open mono-
mers from both the classes were combined to obtain a final recon-
struction of the open monomer at an overall resolution of 4.2 Å. A 
4.2-Å reconstruction for the closed Rab11/Ypt32-bound monomer 
from asymmetric dimer state A was obtained upon subtraction of 
signal for the open monomer. Substantial improvements in resolu-
tion for portions of the open and closed monomers and the sym-
metric and asymmetric dimer maps were obtained by doing more 
focused refinements as shown in fig. S2.

For the TRAPPII-only dataset, 3333 50-frame movies were col-
lected in super-resolution mode (0.62 Å per super-resolution pixel). 
A similar procedure to that described for the TRAPPII-Rab11/Ypt32 
dataset was used to obtain a clean set of 303,062 particles (1.43 Å per 
pixel). Unlike the TRAPPII-Rab11/Ypt32 dataset, all further pro-
cessing steps were carried out in cryoSPARC (fig. S3 and table S2). 
These particles were further subjected to 3D classification (hetero-
geneous refinement), which yielded four distinct populations of 
TRAPPII: a closed/open state, a closed/closed state, a partially open/
open state, and a closed/partially open state. Particles in each of these 
states were subjected to homogeneous 3D refinement followed by 
nonuniform 3D refinement to obtain reconstructions of the closed/
open, closed/closed, partially open/open, and closed/partially open 
states at 4.7, 4.2, 4.9, and 4.9 Å, respectively.

Model building and refinement
The symmetric dimer map, the monomer map, and the correspond-
ing focused maps were used for building the symmetric TRAPPII- 
Rab11/Ypt32 model. For the asymmetric TRAPPII-Rab11/Ypt32 
model, the asymmetric dimer state A map, the map for the closed 
monomer from asymmetric dimer state A, the open monomer map, 
and the corresponding focused maps were used. Density modifica-
tion (45) was performed on these maps in Phenix (46) to facilitate 
interpretation during model building. Individual models for the 
catalytic core subunits Trs23, Trs31, Bet5, and Bet3 from Protein 
Data Bank (PDB) 3CUE; the predicted models for Trs20 and Trs33 
obtained using trRosetta; the model for Rab11/Ypt32 from PDB 
3RWO; and the model for Tca17 from PDB 3PR6 were fitted into 
the focused maps for the core/Ypt32 region in Chimera (47) and rebuilt 
in Coot (48). Predicted models for Trs120, Trs130, and Trs65 were 
initially obtained using trRosetta (49). The predicted models for 
Trs120, Trs130, and Trs65 did not fit well in the cryo-EM maps 
because of differences in the overall organization of domains in the 

predicted models versus that observed in our cryo-EM maps. 
Hence, the predicted models for Trs120, Trs130, and Trs65 were 
split into individual domains that fit well into the focused maps and 
were further rebuilt in Coot. Notably, the low local resolution of 
map density for parts of the N-terminal domains of Trs65 (residues 
1 to 120 and 198 to 210) and Trs130 (1 to 239) precluded accurate 
side-chain modeling, and therefore, we built these regions as poly-
alanine models. A model for the closed and open monomers was 
made by fitting the rebuilt models for the individual subunits and 
domains into the closed and open monomer maps, respectively. 
These composite monomer models were further rebuilt into the re-
spective monomer maps to ensure that residues at the focused map 
interfaces were built correctly. Composite models for the symmet-
ric (closed/closed) and the asymmetric (closed/open) dimers were 
made by fitting the respective monomer models into the consensus 
maps for the symmetric and asymmetric dimers, respectively. The 
overall models were then subjected to real-space refinement against 
composite maps for the symmetric (closed/closed) and the asymmetric 
(closed/open) dimers. The composite maps were generated with 
combine focused maps in Phenix (46) using the density-modified 
focused maps together with the monomer and dimer consensus 
maps. For the Trs130 N-terminal regions, unsharpened focused 
maps were low-pass–filtered to 7 Å before combining these in the 
composite maps. Real-space refinement was carried out in Phenix 
using secondary structure and Ramachandran restraints (50). Model- 
map validation statistics of the refined models were calculated using 
the Comprehensive validation tool in Phenix (50). The 0.143 model- 
map FSCs are reported in fig. S4, and cryo-EM data collection, re-
finement, and model validation statistics are reported in table S1.

Software
The structural biology software that we used is maintained by 
SBGrid (51).

Fluorescence microscopy
Cells (table S3) were grown in appropriate synthetic dropout media 
at 30°C to mid-log phase [OD600 (optical density at 600 nm) of ~0.5] 
and imaged using DeltaVision Elite system (GE Healthcare Life 
Sciences) equipped with an Olympus IX-71 inverted microscope, DV 
Elite complementary metal-oxide semiconductor camera, a ×100/1.4 
numerical aperture oil objective, and a DV Light SSI 7 Color illumi-
nation system with Live Cell Speed Option with DV Elite filter sets. 
Images were acquired and deconvolved (conservative setting, six 
cycles) using DeltaVision software softWoRx 6.5.2 (Applied Precision). 
All fluorescence microscopy images shown in the figure panels are 
single focal planes.

GEF-Rab Interaction Test
GRab-IT assays were performed as described previously (23). 
N-terminal mRFPmars-tagged Rab baits were expressed as 
nucleotide-free mutant constructs [Rab1/Ypt1(D124N) and Rab11/
Ypt31/32(D129N)] and were ectopically localized to the mitochon-
drial membrane by substituting the C-terminal cysteine residues 
with the transmembrane domain of Fis1 (residues 129 to 155). The 
endogenous copy of the GEF (Trs130 or Trs85) was tagged with a 
C-terminal mNeonGreen tag for data shown in Figs. 2F, 3C, and 4C 
(table S3). Trs130 and Trs130-201–340 with a C-terminal mNeo-
nGreen tag were expressed as an additional copy using the pRS415 
vector (leucine selection) for data shown in Fig. 4F. Recruitment of 
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the GEF on Rab constructs localized to the mitochondria was quan-
tified using Manders overlap analysis in ImageJ (JACoP plugin). 
Images were cropped to contain 3 to 5 cells and Manders overlap 
coefficient was calculated for ≥30 cells. Statistical significance was 
determined using a one-way analysis of variance (ANOVA) with 
Tukey’s post hoc test for multiple comparisons (*P < 0.05, **P < 0.01, 
and ***P < 0.001).

Complementation tests
Plasmid shuffling assays were performed to test whether Rab11/
Ypt32 mutants support growth in the absence of a wild-type gene 
using the procedure described previously (23). A similar procedure 
was used to test Trs120 mutants. ypt31ypt32 and trs120 null 
mutant yeast (table S3) were maintained by a copy of YPT31 and 
TRS120, respectively, expressed using the pRS416 vector (uracil 
selection). These strains were transformed with pRS415 vectors (leucine 
selection) containing the mutant and wild-type versions of YPT32 
and TRS120. Transformed cells were serially diluted and grown on 
synthetic dropout media supplemented with 3.9 mM 5-fluoroorotic 
acid at 30°C.

Sequence conservation analysis
Sequence alignments for Rab1 and Rab11 homologs were performed 
using Clustal Omega. ConSurf analysis (52) was performed using 
the default settings for Trs120, Trs130, and Trs65 for closely related 
homologs. For ConSurf analysis of Rab11/Ypt32, custom sequence 
alignment of Rab11 homologs across the model organisms described 
above was provided to prevent contamination with non-Rab11 pro-
tein sequences.

SUPPLEMENTARY MATERIALS
Supplementary material for this article is available at https://science.org/doi/10.1126/ 
sciadv.abn7446

View/request a protocol for this paper from Bio-protocol.

REFERENCES AND NOTES
	 1.	 A.-C. Borchers, L. Langemeyer, C. Ungermann, Who’s in control? Principles of Rab GTPase 

activation in endolysosomal membrane trafficking and beyond. J. Cell Biol. 220, 
e202105120 (2021).

	 2.	 S. R. Pfeffer, Rab GTPases: Master regulators that establish the secretory and endocytic 
pathways. Mol. Biol. Cell 28, 712–715 (2017).

	 3.	 N. Morozova, Y. Liang, A. A. Tokarev, S. H. Chen, R. Cox, J. Andrejic, Z. Lipatova, 
V. A. Sciorra, S. D. Emr, N. Segev, TRAPPII subunits are required for the specificity switch 
of a Ypt-Rab GEF. Nat. Cell Biol. 8, 1263–1269 (2006).

	 4.	 X. Cao, N. Ballew, C. Barlowe, Initial docking of ER-derived vesicles requires Uso1p 
and Ypt1p but is independent of SNARE proteins. EMBO J. 17, 2156–2165 (1998).

	 5.	 H. Plutner, A. D. Cox, S. Pind, R. Khosravi-Far, J. R. Bourne, R. Schwaninger, C. J. Der, 
W. E. Balch, Rab1b regulates vesicular transport between the endoplasmic reticulum 
and successive Golgi compartments. J. Cell Biol. 115, 31–43 (1991).

	 6.	 N. Segev, Mediation of the attachment or fusion step in vesicular transport by 
the GTP-binding Ypt1 protein. Science 252, 1553–1556 (1991).

	 7.	 C. M. McDonold, J. C. Fromme, Four GTPases differentially regulate the Sec7 Arf-GEF 
to direct traffic at the trans-golgi network. Dev. Cell 30, 759–767 (2014).

	 8.	 M. Benli, F. Döring, D. G. Robinson, X. Yang, D. Gallwitz, Two GTPase isoforms, Ypt31p 
and Ypt32p, are essential for Golgi function in yeast. EMBO J. 15, 6460–6475 (1996).

	 9.	 G. Jedd, J. Mulholland, N. Segev, Two new Ypt GTPases are required for exit 
from the yeast trans-Golgi compartment. J. Cell Biol. 137, 563–580 (1997).

	 10.	 T. Welz, J. Wellbourne-Wood, E. Kerkhoff, Orchestration of cell surface proteins by Rab11. 
Trends Cell Biol. 24, 407–415 (2014).

	 11.	 A. Sakaguchi, M. Sato, K. Sato, K. Gengyo-Ando, T. Yorimitsu, J. Nakai, T. Hara, K. Sato, 
K. Sato, REI-1 is a guanine nucleotide exchange factor regulating RAB-11 localization 
and function in C. elegans embryos. Dev. Cell 35, 211–221 (2015).

	 12.	 B. Xiong, V. Bayat, M. Jaiswal, K. Zhang, H. Sandoval, W.-L. Charng, T. Li, G. David, 
L. Duraine, Y.-Q. Lin, G. G. Neely, S. Yamamoto, H. J. Bellen, Crag is a GEF for Rab11 

required for rhodopsin trafficking and maintenance of adult photoreceptor cells. PLoS 
Biol. 10, e1001438 (2012).

	 13.	 V. A. Sciorra, A. Audhya, A. B. Parsons, N. Segev, C. Boone, S. D. Emr, Synthetic genetic 
array analysis of the PtdIns 4-kinase Pik1p identifies components in a Golgi-specific 
Ypt31/rab-GTPase signaling pathway. Mol. Biol. Cell 16, 776–793 (2005).

	 14.	 C. C. Robinett, M. G. Giansanti, M. Gatti, M. T. Fuller, TRAPPII is required for cleavage 
furrow ingression and localization of Rab11 in dividing male meiotic cells of Drosophila. 
J. Cell Sci. 122, 4526–4534 (2009).

	 15.	 Y. Otsuka, T. Satoh, N. Nakayama, R. Inaba, H. Yamashita, A. K. Satoh, Parcas is 
the predominant Rab11-GEF for rhodopsin transport in Drosophila photoreceptors. J. Cell 
Sci. 132, jcs231431 (2019).

	 16.	 C. M. Klinger, M. J. Klute, J. B. Dacks, Comparative genomic analysis of multi-subunit 
tethering complexes demonstrates an ancient pan-eukaryotic complement 
and sculpting in Apicomplexa. PLOS ONE 8, e76278 (2013).

	 17.	 F. Riedel, A. Galindo, N. Muschalik, S. Munro, The two TRAPP complexes of metazoans 
have distinct roles and act on different Rab GTPases. J. Cell Biol. 217, 601–617 (2018).

	 18.	 M. A. Lynch-Day, D. Bhandari, S. Menon, J. Huang, H. Cai, C. R. Bartholomew, J. H. Brumell, 
S. Ferro-Novick, D. J. Klionsky, Trs85 directs a Ypt1 GEF, TRAPPIII, to the phagophore 
to promote autophagy. Proc. Natl. Acad. Sci. U.S.A. 107, 7811–7816 (2010).

	 19.	 L. L. Thomas, A. M. N. Joiner, J. C. Fromme, The TRAPPIII complex activates the GTPase 
Ypt1 (Rab1) in the secretory pathway. J. Cell Biol. 217, 283–298 (2018).

	 20.	 M. Sacher, N. Shahrzad, H. Kamel, M. P. Milev, TRAPPopathies: An emerging set 
of disorders linked to variations in the genes encoding transport protein particle 
(TRAPP)-associated proteins. Traffic 20, 5–26 (2019).

	 21.	 L. L. Thomas, J. C. Fromme, GTPase cross talk regulates TRAPPII activation of Rab11 
homologues during vesicle biogenesis. J. Cell Biol. 215, 499–513 (2016).

	 22.	 Y. Cai, H. F. Chin, D. Lazarova, S. Menon, C. Fu, H. Cai, A. Sclafani, D. W. Rodgers, 
E. M. De La Cruz, S. Ferro-Novick, K. M. Reinisch, The structural basis for activation 
of the Rab Ypt1p by the TRAPP membrane-tethering complexes. Cell 133, 1202–1213 
(2008).

	 23.	 L. L. Thomas, S. A. van der Vegt, J. C. Fromme, A steric gating mechanism dictates 
the substrate specificity of a Rab-GEF. Dev. Cell 48, 100–114.e9 (2019).

	 24.	 Y.-G. Kim, S. Raunser, C. Munger, J. Wagner, Y.-L. Song, M. Cygler, T. Walz, B.-H. Oh, 
M. Sacher, The architecture of the multisubunit TRAPP I complex suggests a model 
for vesicle tethering. Cell 127, 817–830 (2006).

	 25.	 A. M. Joiner, B. P. Phillips, K. Yugandhar, E. J. Sanford, M. B. Smolka, H. Yu, E. A. Miller, 
J. C. Fromme, Structural basis of TRAPPIII-mediated Rab1 activation. EMBO J. 40, e107607 
(2021).

	 26.	 A. Galindo, V. J. Planelles-Herrero, G. Degliesposti, S. Munro, Cryo-EM structure 
of metazoan TRAPPIII, the multi-subunit complex that activates the GTPase Rab1. EMBO J. 
40, e107608 (2021).

	 27.	 M. L. Jenkins, N. J. Harris, U. Dalwadi, K. D. Fleming, D. S. Ziemianowicz, A. Rafiei, E. M. Martin, 
D. C. Schriemer, C. K. Yip, J. E. Burke, The substrate specificity of the human TRAPPII 
complex’s Rab-guanine nucleotide exchange factor activity. Commun Biol. 3, 735 (2020).

	 28.	 C. K. Yip, J. Berscheminski, T. Walz, Molecular architecture of the TRAPPII complex 
and implications for vesicle tethering. Nat. Struct. Mol. Biol. 17, 1298–1304 (2010).

	 29.	 M. Pinar, E. Arias-Palomo, V. de Los Ríos, H. N. Arst Jr., M. A. Peñalva, Characterization 
of Aspergillus nidulans TRAPPs uncovers unprecedented similarities between fungi 
and metazoans and reveals the modular assembly of TRAPPII. PLOS Genet. 15, e1008557 
(2019).

	 30.	 C. Choi, M. Davey, C. Schluter, P. Pandher, Y. Fang, L. J. Foster, E. Conibear, Organization 
and assembly of the TRAPPII complex. Traffic 12, 715–725 (2011).

	 31.	 B. Montpetit, E. Conibear, Identification of the novel TRAPP associated protein Tca17. 
Traffic 10, 713–723 (2009).

	 32.	 M. Zong, X.-G. Wu, C. W. L. Chan, M. Y. Choi, H. C. Chan, J. A. Tanner, S. Yu, The adaptor 
function of TRAPPC2 in mammalian TRAPPs explains TRAPPC2-associated SEDT 
and TRAPPC9-associated congenital intellectual disability. PLOS ONE 6, e23350 (2011).

	 33.	 D. Taussig, Z. Lipatova, J. J. Kim, X. Zhang, N. Segev, Trs20 is required for TRAPP II 
assembly. Traffic 14, 678–690 (2013).

	 34.	 S. Brunet, N. Shahrzad, D. Saint-Dic, H. Dutczak, M. Sacher, A trs20 mutation that mimics 
an SEDT-causing mutation blocks selective and non-selective autophagy: A model 
for TRAPP III organization. Traffic 14, 1091–1104 (2013).

	 35.	 I. R. Humphreys, J. Pei, M. Baek, A. Krishnakumar, I. Anishchenko, S. Ovchinnikov, J. Zhang, 
T. J. Ness, S. Banjade, S. R. Bagde, V. G. Stancheva, X.-H. Li, K. Liu, Z. Zheng, D. J. Barrero, 
U. Roy, J. Kuper, I. S. Fernández, B. Szakal, D. Branzei, J. Rizo, C. Kisker, E. C. Greene, S. Biggins, 
S. Keeney, E. A. Miller, J. C. Fromme, T. L. Hendrickson, Q. Cong, D. Baker, Computed 
structures of core eukaryotic protein complexes. Science 374, eabm4805 (2021).

	 36.	 M. P. Milev, C. Graziano, D. Karall, W. F. E. Kuper, N. Al-Deri, D. M. Cordelli, T. B. Haack, 
K. Danhauser, A. Iuso, F. Palombo, T. Pippucci, H. Prokisch, D. Saint-Dic, M. Seri,  
D. Stanga, G. Cenacchi, K. L. I. van Gassen, J. Zschocke, C. Fauth, J. A. Mayr, M. Sacher, 
P. M. van Hasselt, Bi-allelic mutations in TRAPPC2L result in a neurodevelopmental 
disorder and have an impact on RAB11 in fibroblasts. J. Med. Genet. 55, 753–764 (2018).

https://science.org/doi/10.1126/sciadv.abn7446
https://science.org/doi/10.1126/sciadv.abn7446
https://en.bio-protocol.org/cjrap.aspx?eid=10.1126/sciadv.abn7446


Bagde and Fromme, Sci. Adv. 8, eabn7446 (2022)     13 May 2022

S C I E N C E  A D V A N C E S  |  R E S E A R C H  A R T I C L E

12 of 12

	 37.	 A. Sultana, Y. Jin, C. Dregger, E. Franklin, L. S. Weisman, A. R. Khan, The activation cycle 
of Rab GTPase Ypt32 reveals structural determinants of effector recruitment and GDI 
binding. FEBS Lett. 585, 3520–3527 (2011).

	 38.	 A. Rak, O. Pylypenko, A. Niculae, K. Pyatkov, R. S. Goody, K. Alexandrov, Structure 
of the Rab7:REP-1 complex: Insights into the mechanism of Rab prenylation 
and choroideremia disease. Cell 117, 749–760 (2004).

	 39.	 H. S. Mohamoud, S. Ahmed, M. Jelani, N. Alrayes, K. Childs, N. Vadgama, M. M. Almramhi, 
J. Y. Al-Aama, S. Goodbourn, J. Nasir, A missense mutation in TRAPPC6A leads to build-up 
of the protein, in patients with a neurodevelopmental syndrome and dysmorphic 
features. Sci. Rep. 8, 2053 (2018).

	 40.	 M. C. Bassik, M. Kampmann, R. J. Lebbink, S. Wang, M. Y. Hein, I. Poser, J. Weibezahn, 
M. A. Horlbeck, S. Chen, M. Mann, A. A. Hyman, E. M. Leproust, M. T. McManus, 
J. S. Weissman, A systematic mammalian genetic interaction map reveals pathways 
underlying ricin susceptibility. Cell 152, 909–922 (2013).

	 41.	 S. Q. Zheng, E. Palovcak, J.-P. Armache, K. A. Verba, Y. Cheng, D. A. Agard, MotionCor2: 
Anisotropic correction of beam-induced motion for improved cryo-electron microscopy. 
Nat. Methods 14, 331–332 (2017).

	 42.	 A. Punjani, J. L. Rubinstein, D. J. Fleet, M. A. Brubaker, cryoSPARC: Algorithms for rapid 
unsupervised cryo-EM structure determination. Nat. Methods 14, 290–296 (2017).

	 43.	 J. Zivanov, T. Nakane, B. O. Forsberg, D. Kimanius, W. J. Hagen, E. Lindahl, S. H. Scheres, 
New tools for automated high-resolution cryo-EM structure determination in RELION-3. 
eLife 7, e42166 (2018).

	 44.	 J. Zivanov, T. Nakane, S. H. W. Scheres, Estimation of high-order aberrations 
and anisotropic magnification from cryo-EM data sets in -3.1. IUCrJ. 7, 253–267 (2020).

	 45.	 T. C. Terwilliger, S. J. Ludtke, R. J. Read, P. D. Adams, P. V. Afonine, Improvement 
of cryo-EM maps by density modification. Nat. Methods 17, 923–927 (2020).

	 46.	 D. Liebschner, P. V. Afonine, M. L. Baker, G. Bunkóczi, V. B. Chen, T. I. Croll, B. Hintze, 
L. W. Hung, S. Jain, A. J. McCoy, N. W. Moriarty, R. D. Oeffner, B. K. Poon, M. G. Prisant, 
R. J. Read, J. S. Richardson, D. C. Richardson, M. D. Sammito, O. V. Sobolev, D. H. Stockwell, 
T. C. Terwilliger, A. G. Urzhumtsev, L. L. Videau, C. J. Williams, P. D. Adams, 
Macromolecular structure determination using x-rays, neutrons and electrons: Recent 
developments in Phenix. Acta Crystallogr D Struct Biol. 75, 861–877 (2019).

	 47.	 E. F. Pettersen, T. D. Goddard, C. C. Huang, G. S. Couch, D. M. Greenblatt, E. C. Meng, 
T. E. Ferrin, UCSF Chimera—A visualization system for exploratory research and analysis. 
J. Comput. Chem. 25, 1605–1612 (2004).

	 48.	 P. Emsley, B. Lohkamp, W. G. Scott, K. Cowtan, Features and development of Coot. Acta 
Crystallogr. D Biol. Crystallogr. 66, 486–501 (2010).

	 49.	 J. Yang, I. Anishchenko, H. Park, Z. Peng, S. Ovchinnikov, D. Baker, Improved protein 
structure prediction using predicted interresidue orientations. Proc. Natl. Acad. Sci. U.S.A. 
117, 1496–1503 (2020).

	 50.	 P. V. Afonine, B. P. Klaholz, N. W. Moriarty, B. K. Poon, O. V. Sobolev, T. C. Terwilliger, 
P. D. Adams, A. Urzhumtsev, New tools for the analysis and validation of cryo-EM maps 
and atomic models. Acta Crystallogr. D Struct. Biol. 74, 814–840 (2018).

	 51.	 A. Morin, B. Eisenbraun, J. Key, P. C. Sanschagrin, M. A. Timony, M. Ottaviano, P. Sliz, 
Collaboration gets the most out of software. eLife 2, e01456 (2013).

	 52.	 H. Ashkenazy, S. Abadi, E. Martz, O. Chay, I. Mayrose, T. Pupko, N. Ben-Tal, ConSurf 2016: 
An improved methodology to estimate and visualize evolutionary conservation 
in macromolecules. Nucleic Acids Res. 44, W344–W350 (2016).

	 53.	 J. Jumper, R. Evans, A. Pritzel, T. Green, M. Figurnov, O. Ronneberger, K. Tunyasuvunakool, 
R. Bates, A. Žídek, A. Potapenko, A. Bridgland, C. Meyer, S. A. A. Kohl, A. J. Ballard, 
A. Cowie, B. Romera-Paredes, S. Nikolov, R. Jain, J. Adler, T. Back, S. Petersen, D. Reiman, 
E. Clancy, M. Zielinski, M. Steinegger, M. Pacholska, T. Berghammer, S. Bodenstein, 
D. Silver, O. Vinyals, A. W. Senior, K. Kavukcuoglu, P. Kohli, D. Hassabis, Highly accurate 
protein structure prediction with AlphaFold. Nature 596, 583–589 (2021).

	 54.	 R. S. Sikorski, P. Hieter, A system of shuttle vectors and yeast host strains designed 
for efficient manipulation of DNA in Saccharomyces cerevisiae. Genetics 122, 19–27 
(1989).

Acknowledgments: We acknowledge the Cornell Center for Materials Research (CCMR), 
notably K. Spoth and M. Silvestry-Ramos, for access and support of EM sample preparation and 
data collection. We thank L. Thomas for valuable feedback on the manuscript and L. Thomas 
and R. Feathers for collecting preliminary cryo-EM data. Funding: This work was supported by 
NIH grant R35GM136258 (J.C.F.) and NSF MRSEC program DMR-1719875 (CCMR). Author 
contributions: S.R.B. performed all experiments and data analysis. J.C.F. obtained funding and 
supervised the project. S.R.B. and J.C.F. wrote the manuscript. Competing interests: The 
authors declare that they have no competing interests. Data and materials availability: 
Atomic coordinates are deposited in the Protein Data Bank with accession codes 7U05 and 
7U06 for the TRAPPII-Rab11/Ypt32 complex in the closed/closed and the closed/open states, 
respectively. All cryo-EM maps have been deposited in the Electron Microscopy Data Bank. 
Accession codes for the composite maps of the TRAPPII-Rab11/Ypt32 complex in the closed/
closed and the closed/open states are EMD-26254 and EMD-26255, respectively. Accession 
codes for the consensus and the focused maps of the TRAPPII-Rab11/Ypt32 complex in the 
closed/closed state are EMD-26221, EMD-26223, EMD-26224, EMD-26225, EMD-26226, 
EMD-26227, EMD-26228, EMD-26229, EMD-26230, EMD-26231, and EMD-26232. Accession 
codes for the consensus and the focused maps of the TRAPPII-Rab11/Ypt32 complex in the 
closed/open state are EMD-26233, EMD-26234, EMD-26235, EMD-26236, EMD-26237, 
EMD-26238, EMD-26239, EMD-26240, EMD-26241, EMD-26242, EMD-26243, EMD-26244, 
EMD-26245, EMD-26246, EMD-26248, EMD-26249, EMD-26250, EMD-26251, EMD-26252, and 
EMD-26253. Accession codes for the consensus maps of the TRAPPII complex are EMD-26269, 
EMD-26270, EMD-26271, and EMD-26272. All other data needed to evaluate the conclusions 
in the paper are present in the paper and/or the Supplementary Materials.

Submitted 16 December 2021
Accepted 28 March 2022
Published 13 May 2022
10.1126/sciadv.abn7446


