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Reconstitution reveals Ykt6 as the autophagosomal
SNARE in autophagosome-vacuole fusion

Levent Bas'@®, Daniel Papinskil, Mariya Licheva?3, Raffaela Torggler'?3, Sabrina Rohringer!, Martina Schuschnig?, and Claudine Kraft?@

Autophagy mediates the bulk degradation of cytoplasmic material, particularly during starvation. Upon the induction

of autophagy, autophagosomes form a sealed membrane around cargo, fuse with a lytic compartment, and release the
cargo for degradation. The mechanism of autophagosome-vacuole fusion is poorly understood, although factors that
mediate other cellular fusion events have been implicated. In this study, we developed an in vitro reconstitution assay that
enables systematic discovery and dissection of the players involved in autophagosome-vacuole fusion. We found that this
process requires the Atgl4-Vps34 complex to generate PI3P and thus recruit the Ypt7 module to autophagosomes. The
HOPS-tethering complex, recruited by Ypt7, is required to prepare SNARE proteins for fusion. Furthermore, we discovered
that fusion requires the R-SNARE Ykt6 on the autophagosome, together with the Q-SNAREs Vam3, Vam7, and Vtil on

the vacuole. These findings shed new light on the mechanism of autophagosome-vacuole fusion and reveal that the

R-SNARE Ykt6 is required for this process.

Introduction

Macroautophagy, hereafter referred to as autophagy, is an intra-
cellular degradation and recycling pathway that is highly con-
served among eukaryotes. During autophagy, cellular material
is engulfed within a newly formed double membrane vesicle,
the autophagosome. Once complete, the outer autophagosomal
membrane fuses with a lytic compartment, that is, the lysosome
in mammals or the vacuole in yeast and plants. Fusion releases
the inner vesicle, the so-called autophagic body, for degradation
in the lumen of the lytic compartment.

Over 40 autophagy-related (Atg) proteins are known to act
in the yeast autophagy pathway, and many functional homo-
logues of these players have been identified in higher eukaryotes
(Nakatogawa et al., 2009; Yang and Klionsky, 2010). The core Atg
proteins, required for most types of autophagy, are known to reg-
ulate all steps of the pathway up to autophagosome maturation.
Mature autophagosomes must become competent for fusion, but
how this happens and how fusion is achieved at the molecular
level remain unknown. Similar to endosome-vacuole fusion, the
fusion of autophagosomes with vacuoles requires the action of
the RAB7-like GTPase Ypt7, the homotypic vacuole fusion and
protein sorting (HOPS) tethering complex, and SNARE proteins
(Reggiori and Ungermann, 2017). Ypt7 requires the Monl-Cczl
guanine nucleotide exchange factor complex for activation and
for stable localization at the vacuole and the autophagosome.
Recently, it was reported that Monl1-Cczl localizes to autopha-
gosomes with RAB7/Ypt7 in both Drosophila melanogaster and

yeast (Heged(is et al., 2016; Gao et al., 2018a). Activated Ypt7in its
GTP-bound form recruits the HOPS complex (Seals et al., 2000),
which in turn supports SNARE assembly and fusion (Krdmer and
Ungermann, 2011). SNARE proteins, Rab7,and the HOPS complex
have also been implicated in mammalian autophagy (Shen and
Mizushima, 2014). Whether fusion requires Ypt7 at autophagic
membranes, the mature autophagosome, the vacuole, or both or-
ganelles is unclear.

SNAREs are membrane proteins that have canonical heptad
repeat domains (SNARE motifs) with a central argininyl (R) or
glutaminyl (Q) residue and therefore are termed R- or Q-SNARES,
respectively. SNARE complexes are composed of four-helix bun-
dles consisting of three Q-SNAREs and one R-SNARE (Fasshauer
et al., 1998; Wickner and Rizo, 2017). SNARES associate on op-
posing membranes, zipper their SNARE domains, and thereby
deform the bilayers, driving lipid rearrangements that lead to
membrane fusion. Secl7/a-SNAP and the ATPase Secl8/NSF
then release the SNARE bundle and prepare SNARE proteins for
the next round of fusion (Wickner and Rizo, 2017). Yeasts with
mutations in the Q-SNAREs Vam3, Vam?7, and Vtil have been re-
ported to accumulate mature autophagosomes, suggesting that
they might support autophagosome-vacuole fusion (Darsow et
al., 1997; Sato et al., 1998; Ishihara et al., 2001). Similarly, these
SNAREs seem to be required for late steps in mammalian auto-
phagy (Shen and Mizushima, 2014). Vam? has been reported to
interact with the Atgl7-Atg31-Atg29 complex (Liu and Klionsky,
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2016). Whether Vam3, Vam?7, and Vtil act on the autophagosome
or on the vacuole during autophagosome-vacuole fusion re-
mains to be shown.

SNARE proteins also act in earlier steps in autophagy such
as autophagosome formation and closure. The SNARESs required
for yeast autophagosome formation are Ssol, Sso2, Sec9, Tlg2,
Sec22, and Ykt6 (Abeliovich et al., 1999; Reggiori and Klionsky,
2006; Nair and Klionsky, 2011). Mutants of these SNAREs fail
to generate autophagosomes, so whether they are also required
for autophagosome-vacuole fusion is unknown. Indeed, it is un-
clear which SNARE on the yeast autophagosome supports fusion
with the vacuole.

Technical limitations have obscured insight into the mecha-
nism of autophagosome-vacuole fusion. For instance, disrupting
membrane fusion factors in intact cells may not only affect au-
tophagy directly but will affect vesicular trafficking in general,
with potential indirect effects on autophagy. Also, if a fusion fac-
tor is required in early steps of autophagosome formation, this
requirement will mask its roles in late stages of the pathway such
as fusion to the vacuole. As a result, the factors that are required
for autophagosome-to-vacuole fusion, where they localize and
act, and how they are recruited have remained a mystery.

We have overcome this critical barrier by developing a new
approach that recapitulates autophagosome-vacuole fusion in
vitro using isolated yeast vacuoles, an autophagosome-enriched
fraction, and a cytosolic extract. This system allows us to uncover
the players in autophagosome-vacuole fusion and to dissect the
molecular steps of autophagosome-vacuole fusion by determin-
ing whether a player acts on the autophagosome, on the vacuole,
or in the cytosol.

Results
Reconstitution of autophagosome-vacuole fusion in vitro
To discover factors that are involved in autophagosome-vacuole
fusion and discern where they function, we aimed to reconsti-
tute this process in vitro. First, we prepared separate fractions
containing autophagosomes, vacuoles, and cytosol from Saccha-
romyces cerevisiae to test in an in vitro fusion assay (Fig.1A). Of
note, we enriched for autophagosomes or vacuoles within crude
mixtures, reasoning that these partially purified mixtures would
contain additional factors that are potentially required for fusion.
To isolate vacuoles, we enzymatically removed the yeast cell
wall, lysed the cells, and collected vacuoles via 6,000 g centrif-
ugation (crude vacuoles). We further separated the pellet on a
0-4-8-15% Ficoll step gradient, isolating vacuoles at the 0-4%
Ficoll gradient interface as previously described (pure vacu-
oles; Cabrera and Ungermann, 2008). We used a strain that
expresses a Pgkl-BFP fusion protein (cytosolic marker) and a
Sna3-mCherry fusion protein (vacuolar marker; Fig. 1 B), which
allowed us to visualize successful cell lysis and isolation of vacu-
oles. In addition, Western blot analysis of the different fractions
revealed that the vacuolar markers Vphl, Pho8, and Vtil were
enriched relative to the cytosolic marker Pgkl-BFP in both the
crude vacuole pellet and the gradient-purified vacuoles, whereas
Pgkl-BFP was mostly found in the supernatant. Vacuoles were
isolated from logarithmically growing cells. In nutrient-rich
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conditions, bulk autophagy is repressed, and thus the vacuolar
fractions do not contain bulk autophagosomes. Indeed, the au-
tophagosomal marker Atg8 was found in the supernatant, likely
representing unconjugated Atg8 or its conjugation to immature
membranes (Fig. 1 C).

To generate a cytosolic extract, we treated WT yeast cells
with rapamycin for 4 h and lysed them by freezer milling (Kraft
et al., 2012). Rapamycin inhibits Target of rapamycin complex
1, which mimics starvation and induces bulk autophagy (Noda
and Ohsumi, 1998). The crude cell extract was cleared by subse-
quent centrifugations of 20,000 gand 100,000 g (Fig. 1 D). We
detected the cytosolic marker Pgkl mainly in the supernatant
fractions, whereas membrane markers such as Vphl and Vtil
(vacuoles) and Tom70 (mitochondria) were enriched in the pel-
let, indicating that the supernatant fraction was largely cleared
from membranes.

To enrich for autophagosomes, we increased their abundance
by inducing autophagy via starvation in cells lacking the Rab7
GTPase homologue Ypt7. ypt7A cells are deficient in vacuole-vac-
uole and autophagosome-vacuole fusion and thus accumulate
mature autophagosomes (Kirisako et al., 1999). In addition, the
autophagosomal marker GFP-Atg8 was expressed in these cells to
allow autophagosome visualization in fluorescence microscopy.
We removed the cell wall and lysed the cells as described above
and enriched autophagosomes via 20,000 g centrifugation. We
analyzed the fractions by Western blot analysis, monitoring the
autophagosomal proteins GFP-Atg8, preApel (selective autoph-
agy cargo), and Atgl (Kraft et al., 2012) as well as the cytosolic
marker Pgkl. The pellet displayed elevated levels of all three au-
tophagosomal proteins relative to Pgkl, suggesting the success-
ful enrichment of autophagosomes (Fig. 2 A). We did not find
preApel enriched in the pellet of the control strain atglAypt7A,
which lacks Atgl and thus does not form autophagosomes
(Fig. 2 A). However, we did detect enrichment of GFP-Atg8 in
the atglAypt7A pellet (Fig. 2 A).

We used Western blotting to monitor the sensitivity of GFP-
Atg8 and preApel to proteinase K treatment. GFP-Atg8 and
preApel within sealed autophagosomes are protected from

Figure 1. Preparation of cytosolic and vacuolar fractions. (A) Schematic
of the experimental setup: crude vacuolar, autophagosomal, and cytosolic
fractions are individually prepared from yeast cells. Incubation of these three
fractions together with an energy regeneration system allows the fusion of
autophagosomes with vacuoles in vitro. (B) Vacuoles were isolated from
Sna3-mCherry Pgkl-BFP atgl5A cells. Logarithmically growing cells were
harvested and lysed, and vacuoles were separated from the cytosolic frac-
tion by a 6,000 g spin. The pellet containing the vacuoles was then further
separated on a 0-4-8-15% Ficoll step gradient, and vacuoles were collected
at the 0-4% Ficoll interface. The purification steps were analyzed by fluores-
cence microscopy. DIC, differential interference contrast. Bar, 5 um. (C) The
individual fractions from B were analyzed by anti-Vphl, anti-Pgkl, anti-Pho8,
anti-Vtil, and anti-Atg8 Western blotting. One representative experiment out
of three is shown. (D) Cytosol was prepared from WT cells treated with 220
nM rapamycin for 4 h by freezer milling and centrifugation at 20,000 g. The
supernatant was further spun at 100,000 g. Fractions were analyzed by anti-
Vphl, anti-Tom70, anti-Pgkl, anti-Vtil, and anti-Atg8 Western blotting. One
representative experiment out of three is shown. Molecular masses are given
in kilodaltons.
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protease cleavage. However, if autophagosomes do not form
or are incomplete, these proteins will be accessible to prote-
ases. Atg8 will be degraded, whereas Apel will be processed to
a 50-kD protease-resistant fragment. Indeed, GFP-Atg8 and
preApel within the cytosolic fractions from ypt7A and atglAypt7A
and GFP-Atg8 in the pellet isolated from atgIAypt7A cells were
sensitive to proteinase K treatment (Fig. 2 B). This is consistent
with these fractions lacking mature autophagosomes and indi-
cates that the GFP-Atgs8 signal in the atglAypt7A pellet (Fig. 2 A)
represents immature membranes with conjugated GFP-Atg8. In
contrast, GFP-Atg8 and preApel in the autophagosome-enriched
pelletisolated from ypt7A cells were largely protease resistant as
expected for mature autophagosomes (Fig. 2 B).

Corroborating these findings, fluorescence microscopy anal-
ysis revealed green foci within the ypt7A pellet but not the at-
glAypt7A pellet, suggesting that only ypt7A cells accumulate
GFP-Atg8-containing autophagosomes. These foci were resis-
tant to proteinase K treatment but dissolved upon addition of the
membrane-destabilizer Triton X-100, providing further support
that foci represent mature and sealed autophagosomes contain-
ing GFP-Atg8 (Fig. 2 C).

Next, we determined whether these three fractions could re-
constitute autophagosome-vacuole fusion in vitro. We isolated
vacuoles from cells lacking the vacuolar lipase Atgl5, which is
required to degrade the autophagic body. Loss of Atgl5 is ex-
pected to stabilize autophagic bodies within the vacuole and
allow their visualization (Fig. 1 A). We incubated the autopha-
gosome fraction from GFP-Atg8 ypt7A cells, the vacuole fraction
from Sna3-mCherry atgl5A cells, and the 20,000 g WT cytoso-
lic fraction in the presence of ATP, phosphocreatine, and cre-
atine kinase, which allow the generation of ATP from ADP, thus
maintaining high ATP levels. We used fluorescence microscopy
to quantify the fusion of GFP-Atg8-positive autophagosomes
with Sna3-mCherry vacuoles. This precludes that other fusion
events interfere with our analysis. We observed the appearance
of highly mobile puncta representing GFP-Atg8-positive au-
tophagic bodies (green) in the lumen of the vacuoles (Fig. 2 D,
magenta, and Video 1). These findings establish that autopha-
gosome-vacuole fusion can be reconstituted in vitro using a
three-component system.

Using the same fluorescence microscopy approach, we quan-
tified the efficiency of autophagosome-vacuole fusion. As ex-
pected, we did not detect GFP-Atg8-positive autophagic bodies
within vacuoles containing Atgl15, likely due to their rapid deg-
radation in the vacuole (Fig. 3 A). We found that the fraction
of atgl5A vacuoles containing autophagic bodies increased for
up to 2 h but then decreased, likely due to the limited stabil-
ity of the vacuolar structures in vitro (Fig. 3 B; Cabrera and
Ungermann, 2008). Efficient fusion required the cytosolic frac-
tion and an ATP regeneration system (Fig. 3 C, Fig. S1 A, and
Video 2). Fusion events furthermore depended on the concen-
tration of cytosol (Fig. 3 D) and on the temperature (Fig. 3 E).
Heating the cytosolic fraction to 95°C for 5 min (boil) before
reconstitution abrogated fusion, suggesting that the cytosolic
factor or factors supporting fusion is a heat-sensitive protein
(Fig. 3 C). RNase treatment of the cytosol did not affect fusion
efficiency. Fusion events were equally efficient with superna-
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tants from 100,000 g high-speed and 20,000 g centrifugation
serving as the cytosolic fraction, suggesting that the essential
cytosolic factor is soluble (Fig. 3 F). Finally, the fusion frequency
was similar with cytosolic fractions isolated from cells grown

under nutrient-rich conditions and from rapamycin-treated
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Figure2. Reconstitution of autophagosome-vacuole
fusion in vitro. (A) GFP-Atg8 ypt7A cells were starved
for 16 h. After cell lysis, autophagosomes were enriched
ina 20,000 gpellet and analyzed by anti-Atgl, anti-Apel,
anti-Pgkl, and anti-GFP Western blotting. atglAypt7A
cells that cannot form autophagosomes served as a
control. One representative experiment out of three
is shown. (B) Samples from A were subjected to pro-
teinase K (ProtK) and Triton X-100 (TX100) treatment
as indicated and analyzed by anti-Atgl, anti-Apel, and
anti-GFP Western blotting. Apel*, proteinase K-resistant
fragment of Apel. One representative experiment out of
three is shown. Molecular masses are given in kilodal-
tons. (C) Samples from A were subjected to proteinase
K and Triton X-100 treatment as indicated and analyzed
by fluorescence microscopy. Arrows point to autopha-
gosomes. One representative experiment out of three is
shown. Bar, 10 um. (D) The autophagosomal, vacuolar,
and cytosolic fractions from Figs. 1 (C and D) and 2 A
were coincubated together with an energy regeneration
system for 2 h. Fusion was monitored by fluorescence
microscopy and judged by the appearance of a mobile
green dot in the vacuole. Shown are stills of a 12-s time-
lapse video (Video 1). Bar, 0.5 um.

cells (Fig. 3 G), suggesting that elevated autophagy is not re-
quired to induce the fusion signal. Taken together, we show
that autophagosome-vacuole fusion can be recapitulated in
vitro, with ypt7A autophagosomes, atgl5A vacuoles, energy, and
at least one soluble cytosolic factor.
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Phosphatidylinositol 3 (PI3)-phosphate (PI3P) is required for
recruitment of the Rab GTPase Ypt7 to autophagosomes
Next, we asked whether any of the Atg proteins within the cy-
tosolic fraction are required for autophagosome-vacuole fusion
in our system. We tested different Atg proteins from the main
functional groups for their involvement in autophagosome fu-
sion: Atgl, Atgl3, and Atgl7 (Atgl-ULK1 complex); Atgll and Atgl9
(Cvt pathway); Atg9 and Atgl8 (Atg9 and Atg2-18 system); Atgl4d
(P13-kinase complex I); and Atg8. To screen for the involvement
of these proteins, we prepared cytosolic fractions from multi-
ple knockout strains. We found that atgliAatgl3Aatgl7AatgI9A
and atglI8A cytosolic fractions supported fusion, whereas the
atglAatg8Aatg9Aatgl4Aatgl7A cytosolic fraction did not. These
data suggest that Atgl, Atg8, Atg9, and/or Atgl4 in the cytoso-
lic fraction are necessary for autophagosome-to-vacuole fusion.
Our analysis of the single knockout strains revealed that of these,
only Atgl4 was required in the cytosolic fraction to support fu-
sion of ypt7A autophagosomes with atgl5A vacuoles (Fig. 4 A).
Atgl4 together with Vps34, Vpsl5, Atgé, and Atg38, forms
the autophagy-specific PI3-kinase complex I (Kametaka et al.,
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1998; Araki et al., 2013), which phosphorylates position 3 of
phosphatidylinositol to form PI3P (Schu et al., 1993). PI3P is es-
sential for autophagy (Kihara et al., 2001), but it also functions
in other pathways, for instance, by aiding in the stabilization of
Rab proteins at their place of action (Simonsen et al., 1998). To
test whether Atgl4 is required for fusion due to its role in the
PI3-kinase complex, we determined whether cytosolic fractions
isolated from vps34A cells would support fusion. We found that
fusion was strongly diminished with cytosolic fractions lacking
Vps34 (Fig. 4 B). We postulate that residual Vps34 in the autopha-
gosomal or vacuolar fractions might underlie the fusion events
observed with the vps34A cytosolic fraction. To corroborate our
findings, we isolated the cytosolic fraction from cells that over-
express the FYVE zinc finger domain, which competes for PI3P
binding (Gillooly et al., 2000). Fusion was blocked with cytosolic
fractions containing elevated levels of FYVE, further suggesting
that PI3P activity supplied by the cytosolic fraction is required for
autophagosome-vacuole fusion in this system (Fig. 4 B).

PI3P has been reported to stabilize Ypt7 on autophagosomes
and at vacuoles (Hegedds et al., 2016; Gao et al., 2018a). Ypt7,
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together with its guanine nucleotide exchange factor, the Monl-
Cczl complex, is required for autophagosome-vacuole fusion
(Kim etal., 1999; Kirisako et al., 1999; Meiling-Wesse et al., 2002;
Wang et al., 2002). Indeed, our isolation procedure capitalizes
on the cytoplasmic accumulation of sealed autophagosomes in
ypt7A cells (Kim et al., 1999). Autophagosomes lacking Ypt7 are
fusion competent in our in vitro system, but Ypt7 is required
for autophagosome-vacuole fusion in live cells. Together, these
observations suggest that Ypt7 is supplied by the cytosol and/
or the vacuole fraction to support the fusion of ypt7A autopha-
gosomes in vitro.

To verify that GTPase activity is required for autophago-
some-vacuole fusion in vitro, we added excess GDP to the fusion
assay to lock GTPases in their inactive, GDP-bound state (Zick
and Wickner, 2016; Langemeyer et al., 2018). Indeed, fusion was
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completely abolished in the presence of high GDP levels, consis-
tent with a requirement for Ypt7 GTPase activity (Fig. 4 C). To
evaluate whether Ypt7 within the cytosolic fraction is required
for fusion in our system, we prepared cytosol from ypt7A cells.
We discovered a 60% reduction in fusion between ypt7A auto-
phagosomes and Ypt7-positive vacuoles upon loss of Ypt7 from
the cytosol (Fig. 4 D). We speculate that the residual fusion is due
to Ypt7 still present in the vacuolar fraction; however, we were
unable to test this because loss of Ypt7 led to high fragmentation
of vacuoles and impaired their quantification by fluorescence
microscopy. Together, these data suggest that Ypt7 from the cyto-
solic fraction is recruited to ypt7A autophagosomes and that Ypt7
on both autophagosomes and vacuoles is required for fusion.
We hypothesized that cytosolic PI3P activity is required to sta-
bilize Ypt7 recruitment to ypt7A autophagosomes in our system.
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To test this hypothesis, we determined whether autophagosomes
prepared from a Ypt7-containing strain can bypass the require-
ment for PI3P. We isolated autophagosomes from fusion-deficient
vam3A cells instead of from ypt7A cells. Vam3 is a SNARE protein
required for autophagosome-vacuole fusion and is not predicted to
influence Ypt7 localization. Similar to ypt7A cells, vam3A cells ac-
cumulate sealed autophagosomes in the cytoplasm (Darsow et al.,
1997). We found that vam3A autophagosomes were proficient in
fusing with atgl15A vacuoles in our assay and that fusion depended
on the cytosolic fraction (Fig. 4 D). However, unlike ypt7Aautopha-
gosomes, the vam3A autophagosomes also fused with vacuoles in
cytosolic fractions that lack Ypt7 or Atgl4 or that contain elevated
levels of FYVE (Fig. 4 D). Western blotting of the autophagosomal
fractions from vam3A and ypt7A cells confirmed that Ypt7 is re-
cruited to vam3Aautophagosomes (Fig. 4 E). Further, we found that
Ypt7 was efficiently recruited to ypt7A autophagosomes incubated
with a WT cytosolic fraction, but its recruitment was severely re-
duced in the absence of Atgl4 or the presence of FYVE (Fig. 4 F).
Collectively, these data suggest that Ypt7 is recruited to the auto-
phagosome dependent on PI3P, likely via the action of Monl-Cczl
(Kinchen and Ravichandran, 2010; Nordmann et al., 2010).
Ypt7inits activated, GTP-bound state binds to the HOPS teth-
ering complex (Seals et al., 2000). The HOPS complex contains
two Rab binding sites at opposite ends and recognizes selected
SNAREs. It has therefore been suggested to bridge membranes
(Reggiori and Ungermann, 2017). HOPS function has been re-
ported to be required for autophagy (Scott et al., 1997; Chen et
al., 2014). To determine whether and where the HOPS complex
is required for autophagosome-vacuole fusion in vitro, we pre-
pared the cytosolic fraction from HOPS mutant vps1IA cells and
autophagosomes and vacuoles from cells containing a tempera-
ture-sensitive (ts) variant of the HOPS component Vpsl1 (Rieder
and Emr, 1997). We isolated autophagosomes and vacuoles at the
permissive temperature but performed the fusion reaction at the
restrictive temperature. Indeed, in the absence of HOPS function,
fusion was decreased, supporting the involvement of the HOPS
tethering complex during these late steps of autophagy (Figs. 4 G
and S1 B). HOPS function was only required on vacuoles but not
the autophagosome or cytosol. Reconstitution of HOPS function
by recruitment of Vpsl1 from the cytosol does not seem to happen
in our reconstitution assay, likely due to the use of the mutant
Vpsllts protein, which occupies the binding space on the vacuole.
In summary, these findings suggest that the Atgl4-Vps34
PI3-kinase complex is the only ATG module required for auto-
phagosome-vacuole fusion. Our data suggest that the PI3-kinase
complex generates PI3P on the autophagosome, which is re-
quired to recruit the Ypt7 system. The HOPS tethering complex
is then required to promote fusion. Our data further suggest that
other modules of the autophagy core machinery such as Atgs, the
Atgl kinase complex, and the Atg9 and Atg2-Atgl8 systems are
dispensable, at least in the cytosolic fraction, for fusion.

The R-SNARE Ykt6 acts on the autophagosome to mediate
autophagosome-vacuole fusion together with the Q-SNAREs
Vam3, Vam7, and Vtil on the vacuole

Mutations in the Q-SNAREs Vam3, Vam?7, and Vtil, result in
the accumulation of mature autophagosomes in the cytoplasm
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in vivo, suggesting that these factors are required for autopha-
gosome-vacuole fusion (Darsow et al., 1997; Sato et al., 1998;
Ishihara et al., 2001). SNARE-mediated fusion requires the ac-
tions of a-SNAP and N-ethylmaleimide-sensitive fusion protein
(NSF), which in yeast are Secl17 and Sec18, respectively. We found
that fusion between ypt7A autophagosomes and atgl5A vacuoles
was reduced upon incubation with a secl7ts cytosolic fraction at
the nonpermissive temperature and in reactions containing the
Sec18 inhibitor N-ethylmaleimide (Fig. 5 A; Glick and Rothman,
1987). These data provide further support that fusion in vitro and
in vivo requires the action of SNARE proteins. However, which
SNARE:s act on the autophagosome or the vacuole and the na-
ture of the R-SNARE within the complex remain elusive. Our
in vitro reconstitution system allows us to dissect the function-
ally relevant subcellular localization of SNAREs within the fu-
sion pathway and to uncover which R-SNARE is involved in the
trans-SNARE complex.

First, we tested the requirement of Vam3 and Vam?7 in the cy-
tosolic fraction and on autophagosomes. Whereas incubation of
ypt7A autophagosomes and ypt7A cytosol with atgl5A vacuoles
revealed diminished fusion, vam3A4 and vam?7A autophagosomes
fused efficiently with atgl5A vacuoles in their respective cytosol
(Fig. 5 B). These data suggest that unlike Ypt7, the SNAREs Vam3
and Vam?7 are not required on autophagosomes and act on only
the vacuolar side during fusion. To directly evaluate the require-
ment for Q-SNAREs on the vacuole, we used ts mutants because
deletions led to strong fragmentation of vacuoles and impaired
quantification by fluorescence microscopy. We isolated autopha-
gosomes, vacuoles, and cytosol at the permissive temperature
and performed the fusion reactions at the restrictive tempera-
ture. We detected fusion between vam3A autophagosomes and
atgl5A vacuoles, but not between vam3A autophagosomes and
atgl5Avam3ts vacuoles, with both WT or vam3A cytosolic frac-
tions. These data corroborate that fusion requires vacuolar lo-
calization of the Q-SNARE Vam3 (Fig. 5 C). Similar results were
obtained with vtilts mutant vacuoles (Fig. 5 D). Taken together,
these findings suggest that autophagosome-vacuole fusion re-
quires vacuolar localization and activity of the Q-SNAREs Vam3,
Vam?7, and Vtil.

Vesicle fusion requires the assembly of trans-SNARE com-
plexes, which consist of three Q-SNAREs and one R-SNARE. The
R-SNARE required for autophagosome-vacuole fusion, however,
remains unidentified. Budding yeast contains five R-SNAREs:
Sec22, Ykt6, Nyvl, Sncl, and Snc2. Sncl and Snc2 are dispensable
for bulk autophagy function (Nairetal., 2011), and Nyvl has been
reported to be dispensable for selective autophagy (Fischer von
Mollard and Stevens, 1999). Both Sec22 and Ykt6 show a block
in bulk autophagy (Nair et al., 2011). Vam3, Vam?7, and Vtil have
been reported to act together with the R-SNARE Nyv1 during ho-
motypic vacuole fusion (Ungermann et al., 1999), whereas Vtil
was found together with two other Q-SNAREs, Sftl and Sed5, and
the R-SNARE Ykt6 at the Golgi (Sggaard et al., 1994; Lupashin
et al., 1997). Further, Vtil, Vam3, and Vam?7 were detected with
the R-SNAREs Nyvl and Ykt6 on vacuoles (Ungermann et al.,
1999). Based on these observations, we hypothesized that the
R-SNARESs Sec22, Nyvl, and/or Ykt6 are required for autophago-
some-vacuole fusion.
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Figure 5. The Q-SNAREs Vam3, Vam7, and Vtil act on the vacuole to

promote autophagosome-vacuole fusion. (A) Fusion assay as in Fig. 2 D.
Cytosol was prepared from the indicated deletions strains. The Sec18 inhib-
itor 5 mM N-ethylmaleimide (NEM) was added where indicated. (B) Fusion
assay as in Fig. 2 D. Cytosol and autophagosomes were prepared from the
indicated deletions strains. (C and D) Fusion assays as in Fig. 2 D. Cytosol,
autophagosomes, and vacuoles were prepared from the indicated deletion
or ts strains at 24°C. Fusion reactions were incubated at the restrictive tem-
perature (30°C) for 2 h. All graphs show the mean from three independent
experiments. Error bars are SD.
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Nyvl is dispensable for the selective Cvt pathway (Fischer von
Mollard and Stevens, 1999), but whether it is required for bulk
autophagy is not known. We analyzed bulk autophagy in nyvIA
cells first by monitoring the cleavage of GFP-Atg8 (Meiling-Wesse
etal., 2002). We induced bulk autophagy by nitrogen starvation
and observed cleavage of GFP-Atg8 in WT cells but not in atgIA
cells as expected. GFP-Atg8 was cleaved in nyvIA cells upon in-
duction of bulk autophagy (Fig. 6 A, left). In addition, we per-
formed a Pho8A60 assay, which monitors the autophagic delivery
of the Pho8A60 phosphatase into the vacuole (Noda et al., 1995).
Both nyvlA and WT cells displayed Pho8A60 activity (Fig. 6 A,
right). Thus, Nyvl1 is dispensable for bulk autophagy function.

Ykt6 and Sec22 show high sequence similarity, and Ykt6 has
been reported to be able to substitute Sec22 function during ER-
Golgi transport (Liu and Barlowe, 2002). Furthermore, Ykt6 and
Sec22 act together with the SNARE proteins Ssol and Sec9 in Atg9
trafficking during early steps of autophagy (Nair et al., 2011). In
agreement with these data, we found nitrogen-starved ykté6ts
cells to be strongly impaired in GFP-Atg8 cleavage and in the de-
livery of Pho8A60 to the vacuole when grown at the restrictive
temperature (37°C) but not at the permissive temperature (24°C;
Fig. 6 B). We also observed impaired processing of Apel, a read-
out for the selective Cvt pathway (Fig. S1 C; Harding et al., 1995).
sec22ts mutant cells showed a defect in bulk autophagy similar
to that of ykt6ts mutants (Fig. 6 C).

Ykt6 hasalso been speculated to actin later steps of autophagy
such as autophagosome-vacuole fusion (Klionsky, 2005). How-
ever, because Ykt6 and Sec22 mutants trigger an early autoph-
agy defect that abrogates autophagosome formation, their role in
autophagosome-vacuole fusion cannot be determined from the
analysis of intact cells. We therefore investigated whether Ykt6
and/or Sec22 are required for autophagosome-vacuole fusion in
our in vitro reconstitution assay. We prepared autophagosomes
from vam3Ayktéts and vam3Asec22ts cells grown at the permis-
sive temperature. Control vam3A autophagosomes fused with
atgl5A vacuoles in the presence of WT, sec22ts, or yktéts cytosol,
at the restrictive temperature. Additionally, vam3A autophago-
somes fused with atgl5Aykt6tsand atgl5Asec22ts vacuoles under
these conditions. Whereas vam3Asec22ts mutant autophago-
somes fused normally with vacuoles at restrictive temperature,
vam3Ayktéts autophagosomes displayed substantially reduced
fusion independent of the nature of the vacuolar and cytosolic
fractions (Fig. 6, D and E). These findings strongly suggest that
solely the R-SNARE Ykt6 is required on autophagosomes for fu-
sion, whereas the R-SNARE Sec22 is dispensable during the auto-
phagosome-vacuole fusion process. Taken together, our findings
reveal that autophagosome-vacuole fusion requires the action
of the Q-SNAREs Vam3, Vam?7, and Vtil on the vacuole and the
R-SNARE Ykt6 on the autophagosome.

Discussion

We established an in vitro reconstitution system for autophago-
some-vacuole fusion. This novel approach allowed us to identify
the molecular players required for fusion as well as their place of
action. Our system requires three components to promote fusion
in vitro: crude autophagosomes, vacuoles, and a cytosolic extract

Journal of Cell Biology
https://doi.org/10.1083/jcb.201804028

3663



rich SD-N rich SD-N

rich SD-N rich SD-N rich SD-N rich SD-N

Figure 6. The R-SNARE Ykt6 acts on the
autophagosome to promote autophagosome-
vacuole fusion. (A) Left: The indicated strains
expressing GFP-Atg8 were grown to logarithmic
phase (rich) and were subsequently starved for
4 h (SD-N). TCA extracts were prepared, and
GFP-Atg8 cleavage was monitored by anti-GFP
Western blotting. One representative experiment
out of three is shown. Right: Pho8A60 assay of
nyvlA cells. Indicated cells were grown to mid-
log phase and starved for 4 h where indicated.
Pho8A60-specific alkaline phosphatase activity
was measured in three independent experi-
ments, and the mean was plotted normalized to
starved pho8A60 alkaline phosphatase activity.
(B and C) Left: The indicated strains expressing
GFP-Atg8 were grown at 24°C to logarithmic

pho8A60
nyvi1A

phase. Cultures were split and incubated for 4 h
p’m;ﬁo PhoBAG0 P“;k‘??fo atthe permissive (24°C) or restrictive (37°C) tem-

24°C

rich SD-N rich SD-N rich SD-N rich SD-N

s perature, with (SD-N) or without starvation (rich)
as indicated. TCA extracts were prepared, and
GFP-Atg8 cleavage was monitored by anti-GFP
Western blotting. One representative experiment
out of three is shown. Right: Pho8A60 assay. The
indicated strains were grown at 24°C to logarith-
mic phase. Cultures were split and incubated for
4 h at the permissive (24°C) or restrictive (37°C)
temperature, with (SD-N) or without starvation

(rich) as indicated. Pho8A60-specific alkaline
Ppho8A60

PhoBAGO oo phosphatase activity was measured in three

sec22*

Ppho8A60

24¢C

A 10
wt atg1A nyviA 8
2 05
rich SD-N rich SD-N rich SD-N §
G~ GED SND Gmm s | GFP-Atg8 &
354 =
—— — °
25 | & | GFP -
Ppho8A60
1.0
B wt atg1A ykt6® =
ich  SDN__rich  SD-N rich  SD-N =
‘C: 24 37 24 37 24 37 24 37 24 37 24 37 %0_5
[E——— GFP-Alg8 2
35 2
% - & |CFP S o
Ppho8A60
1.0
C wt atg1A 56022 3
rch  SD-N rich  SD-N rich  SDN z
‘C: 24 37 24 37 24 37 24 37 24 37 24 37 §05
T D S G e | GFP-AIGS S
3 &
s ” e d
|
Ppho8A60
D

£
5,
5]
‘g 0.5+
L
(]
00 L] L] L] L} L} L] L} L] L}
cytosol: wt sec22¢ wt sec22¢ wt sec22¢ wt sec22°
autophag.: vam3A vam3Asec22 vam3A vam3Asec22
vacuoles: atg15A atg15Asec22®
E }
104 o
} [
=
S,
5]
‘% 0.5+
) t {
: }
OC L] L) L] L) L) L] L] L]
cytosol: wt ykt6* wt ykt6* wt ykt6* wt ykt6*
autophag.: vam3A vam3Aykt6* vam3A vam3Aykt6®
vacuoles: atg15A atg15Aykt6*

complemented with ATP. We found that the cytosol contributes
Atgl4 to the reaction, which acts within the Vps34 complex to
generate PI3P and recruit the Ypt7 module to the autophago-
some. The HOPS tethering complex recruited by Ypt7is required
to tether organelles and prepare SNARE proteins for fusion. We
observed that also autophagosome-vacuole fusion depends on
HOPS activity. We discovered that fusion requires the R-SNARE
Ykt6 on the autophagosome, together with the Q-SNAREs Vama3,
Vam?, and Vtil on the vacuole (Fig. 7). These findings shed new
light on the mechanism of autophagosome-vacuole fusion and
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70 independent experiments, and the mean was
plotted normalized to starved pho8460 alkaline
phosphatase activity at the respective tempera-
ture. Molecular masses are given in kilodaltons.
(D and E) Fusion assay as in Fig. 2 D. Cytosol,
autophagosomes, and vacuoles were prepared
from the indicated deletion or ts strains at 24°C.
Fusion reactions were incubated at the restrictive
temperature (30°C) for 2 h. All graphs show the
mean from at least three independent experi-
ments. Error bars are SD.

revealed the yet-unknown role of the R-SNARE Ykt6 in this pro-
cess. Work by the Ungermann laboratory reveals a similar mech-
anism of autophagosome-vacuole fusion, which further supports
our findings (see Gao et al., 2018b, in this issue).

Our findings reveal that autophagosome-vacuole fusion uses
a mechanistically related process to other fusion events such as
vacuole-vacuole or endosome-vacuole fusion because it requires
the action of Rab GTPases, SNARE proteins, and the HOPS teth-
ering complex. It uses, however, a different set of SNARE pro-
teins. SNARE proteins on early endosomes are Vtil, Tlgl/Tlg2,
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Figure 7. Model of autophagosome-vacuole fusion. Atgl4 in the PI3-
kinase complex | is required to produce PI3P on the autophagosome to allow
Ypt7 recruitment. The R-SNARE Ykt6 localizes to autophagosomes; the
Q-SNAREs Vam3, Vam?7, and Vtil localize to the vacuole. With the help of
Ypt7 on both the autophagosome and the vacuole and the HOPS tethering
complex, trans-SNARE complex formation is promoted and allows autopha-
gosome-vacuole fusion.

and Sncl/Snc2, and SNARE proteins on late endosomes are Pepl2,
Syns, Vtil, and Ykté. Therefore, autophagosome-vacuole fusion
uses a related but distinct fusion process.

Atgl4 acts as part of the PI3-kinase complex I together with
Vps34 in generating PI3P. In this study, we find that Atgl4 and
Vps34 are required for autophagosome-vacuole fusion because
together, they mediate the recruitment of the Monl-Cczl-Ypt7
complex to autophagosomes. Ypt7 is also required on the vacuole,
where its recruitment also depends on PI3P. If vacuoles lack Ypt7
binding, they fragment. Because atgl4A cells show normal, non-
fragmented vacuoles, it is unlikely that Atgl4 also mediates PI3P
production on vacuoles. Recent work suggests that mammalian
Atgl4 interacts with STX17 and SNAP29 on mature autophago-
somes and may facilitate efficient SNARE assembly during auto-
phagosome-lysosome fusion (Diao et al., 2015).

In contrast with classical SNARE proteins, Vam?7lacks a trans-
membrane domain but binds to PI3P via a PX domain (Cheever
etal.,, 2001). Vam?7 has been reported to interact with the Atgl7-
Atg31-Atg29 complex and mediate autophagosome-vacuole fu-
sion (Liu and Klionsky, 2016). However, whether Vam?7 acts on
the autophagosome or on the vacuole during this process was un-
clear. In this study, we report that Vam7, together with Vam3 and
Vtil, is required to act on the vacuolar side in this fusion process.
The interaction of Vam?7 with the Atgl7-Atg31-Atg29 complex
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already during early autophagy at the preautophagosomal struc-
ture (PAS) might prevent premature fusion of Vam?7-containing
membranes. How this potential block could be released upon
completion of autophagosomes remains to be shown.

Ykt6 has been described to act in multiple intracellular fusion
reactions. It acts during homotypic vacuolar fusion (Ungermann
etal., 1999), in retrograde trafficking to the cis-Golgi (Segaard et
al., 1994), and in the alkaline phosphatase and the carboxypepti-
dase Y pathway (McNew et al., 1997). Ykt6 has also been reported
to function early in autophagy as autophagosomes fail to form in
Ykt6 mutants due to a failure in Atg9 vesicle trafficking (Nair et
al., 2011). Ykt6 forms a complex with the SNAREs Vam3 and Vam?7
in homotypic vacuole fusion (Ungermann et al., 1999) but with
the SNAREs Ssol and Sec9 during early steps of autophagy (Nair
etal., 2011). In this study, we show that Ykt6 on autophagosomes
acts during autophagosome-vacuole fusion, suggesting that this
SNARE protein is required for multiple steps in autophagy.

In higher eukaryotes, the SNAREs Syntaxin 17, SNAP29, and
VAMPS are required for autophagosome-lysosome fusion, and
Syntaxin 17 has been proposed to act on the autophagosome in
the fusion process (Itakura et al., 2012). During the preparation
of this manuscript, both the D. melanogaster and the mamma-
lian Ykt6 homologues have been shown to also act on autophago-
somes (Matsui etal., 2018; Takats et al., 2018), suggesting that the
function of Ykt6 on autophagosomes is evolutionarily conserved.

Materials and methods
Yeast strains and growth conditions
Yeast strains are listed in Table SI (Li et al., 2011; Torggler et al.,
2016). Mutations were integrated by homologous recombination
into the deletion strain; genomic insertions (tagging) were per-
formed according to Janke et al. (2004) or Longtine et al. (1998);
and multiple deletions or mutations were generated by PCR knock-
out, mating, and dissection. GFP-ATG8-containing strains were
generated by crossing to yTB281 (Torggler et al., 2016) or strains
derived thereof, which had been generated by seamless tagging
(Khmelinskii et al., 2011) in BY4741and used to cross further strains.
Yeast cells were grown to mid-log phase as described (Papinski
etal., 2014). Bulk autophagy was induced by nitrogen starvation
in SD-N (0.17% yeast nitrogen base without amino acids and 2%
glucose) or by treatment with 220 nM rapamycin.

Cytosol preparation

Yeast cell extracts were prepared from cells treated with 220 nM
rapamycin for 4 h by freezer milling as described (Torggler et al.,
2016). The extracts were thawed on ice and cleared by spinning
at 20,000 g for 30 min at 4°C. For preparing S100 cytosol, these
cleared extracts were spun at 100,000 g for 30 min at 4°C, and
the supernatant was used.

Preparation of an autophagosome-enriched fraction

Yeast cells were grown in YPD to mid-log phase, followed by
starvation for 16 h in SD-N. The cells were then harvested and
incubated with 50 OD/ml DTT buffer (100 mM Tris-HCI, pH 9.4,
and 10 mM DTT) for 15 min at 30°C, spun at 3,000 g for 5 min,
resuspended with 50 OD/ml SP buffer (50 mM potassium phos-
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phate, pH 7.5, 1 M sorbitol, and 0.25x YPD) and spheroplasted
by lyticase (90 U/ml) treatment at 30°C for 30 min. Spheroplast
formation was monitored by diluting the spheroplasts 1:100 in
SP buffer or in H,O. Efficient spheroplasting causes a 10-fold
drop at ODg in the H,0 sample. Spheroplasts were collected
by centrifugation at 1,500 g for 10 min at 4°C, resuspended to
20 OD/ml in PS200 buffer (10 mM Pipes-KOH, pH 6.8, 200 mM
sorbitol, and cOmplete protease inhibitor cocktail [Roche]), and
lysed on ice by passing through a 22G needle 30 times. The lysate
was cleared from unbroken cells by 500 g centrifugations at 4°C
until no pellet was observed, and the cleared lysate was then spun
at 20,000 g for 30 min at 4°C. The resulting pellet fraction was
washed with PS200 buffer and resuspended to 10,000 OD/ml in
PS200 buffer and used as autophagosome-enriched fraction.

Preparation of vacuoles

Yeast cells were grown in YPD to mid-log phase, harvested, and
resuspended to 50 OD/ml in DTT buffer. After incubation at 30°C
for 15 min, they were spun at 3,000 g for 5 min, resuspended to
50 OD/ml in SP buffer, and spheroplasted by lyticase (60 U/ml)
treatment at 30°C for 30 min. Spheroplast formation was mon-
itored by a drop in ODgq, as described above. Spheroplasts were
then pelleted at 1,500 g for 10 min at 4°C, resuspended to 20 OD/
ml in PS200 buffer, and lysed on ice by passing through a 22G
needle 30 times. The lysate was cleared by 500 g centrifugations
at 4°C until no pellet was observed, and the cleared lysate was
then spun at 6,000 g for 30 min at 4°C. The resulting pellet frac-
tion was washed with PS200 Buffer and resuspended to 2,500
OD/ml in PS200 buffer and used as crude vacuole fraction.

To obtain a pure vacuole fraction, crude vacuoles were pre-
pared as described above from 1,000 OD cells, and the 6,000 g
pellet was resuspended in 3 ml 15% Ficoll buffer (15% Ficoll,
10 mM Pipes-KOH, pH 6.8, and 200 mM sorbitol). The resus-
pended crude vacuoles were transferred into a SW40 centrif-
ugation tube (Beckman Coulter) and overlaid with 3 ml of 8%
Ficoll, 3 ml of 4% Ficoll, and 1 ml 0% Ficoll (all in 10 mM Pipes-
KOH, pH 6.8, and 200 mM sorbitol). The step gradient was spun
at 180,000 g at 4°C for 90 min, and the vacuoles were collected
from the 0-4% interphase.

In vitro fusion assay

Standard fusion reactions (20 pl) contained 25 OD equivalents
of crude vacuoles, 50 OD equivalents of the autophagosome-
enriched fraction, 3 mg/ml cytosol, and an ATP regeneration sys-
tem (1 mM ATP, 0.1 mM GTP, 20 mM phosphocreatine, 0.5 mg/ml
creatine kinase, and 1 mM Mg(OAc),) in reaction buffer (20 mM
Pipes-KOH, pH 6.8, 200 mM sorbitol, and 75 mM KOAc). After
120 min at 30°C the reactions were transferred to ice, and 10 pl
of the reaction was mixed with 10 ul of 1% low melting agarose
dissolved in reaction buffer (preheated to 45°C), immediately
transferred onto glass slides, and covered with a coverslip. The
slides were incubated at RT for 5 min for the agarose to solidify
before visualization.

Protease protection
Protease protection experiments were performed as previously
described (Kraft et al., 2012; Papinski et al., 2014). In brief, the
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pellet and the supernatant fractions obtained from preparation
of autophagosome-enriched fractions as described above were
treated with or without proteinase K (50 pg/ml; AppliChem)
and 0.2% Triton X-100 on ice. After 30 min of treatment, the
samples were subjected to TCA precipitation and analyzed by
Western blotting.

Pho8A60 assay

15-25 OD units of yeast culture were harvested by centrifugation
(2,000 g for 5 min). Pellets were washed in 1 ml distilled H,0,
followed by centrifugation at 4°C and resuspension of the pellet
in2mlice-cold 0.85% NaCl containing 1 mM PMSF. After another
centrifugation step, pellets were resuspended in 16 pl/OD unit
lysis buffer (20 mM Pipes, pH 6.8, 0.5% Triton X-100, 50 mM KCl,
100 mM potassium acetate, 10 mM MgSO,, 10 uM ZnSO,4, 1 mM
PMSEF, and cOmplete protease inhibitor cocktail [Roche]). Cells
were lysed by bead beating, and extracts were cleared by centrif-
ugation at 16,000 g for 5 min at 4°C. Protein concentration of the
supernatant was adjusted to 50 ug in 100 pllysis buffer. Samples
were prepared in duplicates for enzymatic reactions and con-
trol reactions. 400 pl reaction buffer (0.4% Triton X-100, 10 mM
MgSO,, 10 uM ZnS0,, and 250 mM Tris-HCl, pH 8.5) containing
6.25 mM o-naphthylphosphate (Noda and Ohsumi, 1998; Sig-
ma-Aldrich) was added to enzymatic reactions, or only reaction
buffer was added to control reactions. Reactions were incubated
at 37°C for 10 min and stopped by adding 500 pl stop buffer (1 M
glycine, pH 11). Fluorescence was measured using 345 nm for ex-
citation and 472 nm for emission. The values of the control sam-
ples were subtracted from the values of the enzymatic reactions.

Quantitative live-cell imaging

Fluorescent images were recorded with an applied precision
PersonalDV microscope (Applied Precision) with an UPlan-
SApo 100x/1.4 oil objective, a CoolSNAP HQ2 camera, and an
InsightSSI solid state illumination unit as time-lapse images of
0.6-s intervals with SoftWoRx software (Applied Precision; Figs.
2 D and S1 A) or with a AxioObserver Z1 inverted microscope
(ZE1SS) equipped with an a-Plan Apochromat 100x/1.46 oil dif-
ferential interference contrast RMS objective, a PCO 1600 cam-
era, and a Lumencor SOLA 6-LCR-SB light source with VisiView
software (Visitron Systems), at RT. In Fig. 1B, single slices from
stacks of 0.4-um-thick slices are shown after background sub-
traction with a rolling ball of 50-pixel radius. For the analysis
of fusion events, the images were recorded as time lapses with
0.5-s intervals. Background subtraction was performed with a
rolling ball of 50-pixel radius for the red channel (vacuoles) and
with a 7-pixel radius for the green channel (autophagosomes). A
representative example of such a time-lapse is shown in Figs. 2
D and S1 A as well as Videos 1and 2. The number of red vacuoles
with moving green puncta (GFP-Atg8-positive autophagic bod-
ies) were counted blindly after randomizing the sample names.
The total number of vacuoles was determined with software
assistance: after background subtraction (as described above),
an autothreshold based on Renyi’s entropy was applied, and
particles above the threshold having a diameter >0.25 pm were
counted as vacuoles. All image analyses were done using the
Image] software (National Institutes of Health).
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Antibodies

The following antibodies were used in this study: mouse mono-
clonal anti-GFP antibody (Roche), mouse monoclonal anti-Pgkl
antibody (Invitrogen), mouse monoclonal anti-Vphl (Abcam),
mouse monoclonal anti-Pho8 (Abcam), and polyclonal rabbit
anti-Apel antibody (Torggler et al., 2016). Polyclonal anti-Atg8
antibodies were generated by immunizing rabbits with recom-
binant GST-Atg8. Rabbit anti-Vtil and anti-Ypt7 antibodies were
a kind gift from C. Ungermann (University of Osnabrueck, Os-
nabrueck, Germany). The rabbit anti-Atgl antibody was kindly
provided by D. Klionsky (University of Michigan, Ann Arbor,
MI), and the rabbit anti-Tom70 antibody was a kind gift by C.
Meisinger (University of Freiburg, Freiburg, Germany).

Plasmid construction

Plasmids are listed in Table S2 (Sikorski and Hieter, 1989; Kraft
et al., 2008). pLB42 was constructed by PCR amplification of
TagBFP from pDP103 (Pfaffenwimmer et al., 2014) and the
2xFYVE domain from pEGFP-2xFYVE (provided by H. Stenmark;
Gillooly et al., 2000). These fragments were inserted into the
EcoRIand Sall digested pRS316-Gall vector via Gibson annealing.
An HA tag was added with the oligonucleotides used for amplifi-
cation. pLB49 was constructed by subcloning the vam3ts mutant
(provided by F. Reggiori, University Medical Center Groningen,
Groningen, Netherlands) via BamHI-Sall into pRS315. pLB52 was
generated by subcloning vpsli-Its into pRS315 from a plasmid
obtained from W. Wickner (Geisel School of Medicine at Dart-
mouth, Hanover, NH).

Statistical analysis

P values were calculated using the two-tailed Welch’s ttest, apart
from Fig. S1 C, in which the two-tailed Student’s t test was used.
P values are listed in Table S3.

Online supplemental material

Fig. S1 shows the fusion assay and selective autophagy experi-
ments. Video 1 shows a time lapse of an autophagosome fused
with a vacuole, and Video 2 shows a time lapse of a fusion re-
action without cytosol. Table S1 describes the yeast strains,
Table S2 describes the plasmids used in this study, and Table S3
lists the P values.

Acknowledgments

We thank Bill Wickner, Randy Schekman, Harald Stenmark,
Chris Meisinger, Christian Ungermann, Dan Klionsky, and Fulvio
Reggiori for yeast strains, plasmids, and antibodies and Graham
Warren and Anne Spang for discussions on the project. We thank
Life Science Editors for editorial assistance. This work reflects
only the authors’ view, and the European Union's Horizon 2020
research and innovation program is not responsible for any use
that may be made of the information it contains.

The Kraft laboratory has received funding from the Vi-
enna Science and Technology Fund (VRG10-001), from the
Austrian Science Fund (grants P25522-B20 and P28113-B28),
from the European Research Council under grants 769065 and
765912, and from the European Molecular Biology Organization

Bas etal.

Ykt6 mediates autophagosome-vacuole fusion

Young Investigator Program. We also acknowledge funding by
the Osterreichische Akademie der Wissenschaften DOC pro-
gram to R. Torggler.

The authors declare no competing financial interests.

Author contributions: L. Bas performed most experiments.
D. Papinski performed GFP-Atg8 and Apel cleavage assays and
all Western blots. M. Licheva performed the fusion experi-
ments with YPT7 mutants and FYVE cytosols. R. Torggler per-
formed the Pho8A60 assays and GFP-Atg8 cleavage of sec22ts.
S. Rohringer and M. Schuschnig cloned constructs, generated
strains, and prepared cytosolic extract. C. Kraft conceived and
supervised the study and wrote the manuscript together with L.
Bas and D. Papinski.

Submitted: 6 April 2018
Revised: 12 June 2018
Accepted: 5 July 2018

References

Abeliovich, H., T. Darsow, and S.D. Emr. 1999. Cytoplasm to vacuole traffick-
ing of aminopeptidase I requires a t-SNARE-Seclp complex composed
of Tlg2p and Vps45p. EMBO J. 18:6005-6016. https://doi.org/10.1093/
emboj/18.21.6005

Araki, Y., W.C. Ku, M. Akioka, A.I. May, Y. Hayashi, F. Arisaka, Y. Ishihama, and
Y. Ohsumi. 2013. Atg38 is required for autophagy-specific phosphatidy-
linositol 3-kinase complex integrity. J. Cell Biol. 203:299-313. https://doi
.0rg/10.1083/jcb.201304123

Cabrera, M., and C. Ungermann. 2008. Purification and in vitro analysis of
yeast vacuoles. Methods Enzymol. 451:177-196. https://doi.org/10.1016/
S0076-6879(08)03213-8

Cheever, M.L., T.K. Sato, T. de Beer, T.G. Kutateladze, S.D. Emr, and M. Over-
duin. 2001. Phox domain interaction with PtdIns(3)P targets the Vam7
t-SNARE to vacuole membranes. Nat. Cell Biol. 3:613-618. https://doi
.org/10.1038/35083000

Chen, Y., F. Zhou, S. Zou, S. Yu, S. Li, D. Li, J. Song, H. Li, Z. He, B. Hu, et al.
2014. A Vps21 endocytic module regulates autophagy. Mol. Biol. Cell.
25:3166-3177. https://doi.org/10.1091/mbc.e14-04-0917

Darsow, T., S.E. Rieder, and S.D. Emr. 1997. A multispecificity syntaxin homo-
logue, Vam3p, essential for autophagic and biosynthetic protein trans-
port to the vacuole. J. Cell Biol. 138:517-529. https://doi.org/10.1083/jcb
.138.3.517

Diao, ., R. Liu, Y. Rong, M. Zhao, J. Zhang, Y. Lai, Q. Zhou, L.M. Wilz, J. Li,
S. Vivona, et al. 2015. ATG14 promotes membrane tethering and fusion
of autophagosomes to endolysosomes. Nature. 520:563-566. https://doi
.org/10.1038/naturel4147

Fasshauer, D., R.B. Sutton, AT. Brunger, and R. Jahn. 1998. Conserved struc-
tural features of the synaptic fusion complex: SNARE proteins reclas-
sified as Q- and R-SNARESs. Proc. Natl. Acad. Sci. USA. 95:15781-15786.
https://doi.org/10.1073/pnas.95.26.15781

Fischer von Mollard, G., and T.H. Stevens. 1999. The Saccharomyces cerevisiae
v-SNARE Vtilp is required for multiple membrane transport pathways
to the vacuole. Mol. Biol. Cell. 10:1719-1732. https://doi.org/10.1091/mbc
.10.6.1719

Gao, J., L. Langemeyer, D. Kiimmel, F. Reggiori, and C. Ungermann. 2018a.
Molecular mechanism to target the endosomal Mon1-Ccz1 GEF complex
to the pre-autophagosomal structure. eLife. 7:e31145. https://doi.org/10
.7554/eLife.31145

Gao, J., F. Reggiori, and C. Ungermann. 2018b. A novel in vitro assay uncovers
SNARE topology during autophagosome fusion with vacuoles. J. Cell Biol.
https://doi.org/10.1083/201804039

Gillooly, D.J., I.C. Morrow, M. Lindsay, R. Gould, N.J. Bryant, ].M. Gaullier, R.G.
Parton, and H. Stenmark. 2000. Localization of phosphatidylinosi-
tol 3-phosphate in yeast and mammalian cells. EMBO J. 19:4577-4588.
https://doi.org/10.1093/emboj/19.17.4577

Glick, B.S., and J.E. Rothman. 1987. Possible role for fatty acyl-coenzyme A in
intracellular protein transport. Nature. 326:309-312. https://doi.org/10
.1038/326309a0

Journal of Cell Biology
https://doi.org/10.1083/jcb.201804028

3667


https://doi.org/10.1093/emboj/18.21.6005
https://doi.org/10.1093/emboj/18.21.6005
https://doi.org/10.1083/jcb.201304123
https://doi.org/10.1083/jcb.201304123
https://doi.org/10.1016/S0076-6879(08)03213-8
https://doi.org/10.1016/S0076-6879(08)03213-8
https://doi.org/10.1038/35083000
https://doi.org/10.1038/35083000
https://doi.org/10.1091/mbc.e14-04-0917
https://doi.org/10.1083/jcb.138.3.517
https://doi.org/10.1083/jcb.138.3.517
https://doi.org/10.1038/nature14147
https://doi.org/10.1038/nature14147
https://doi.org/10.1073/pnas.95.26.15781
https://doi.org/10.1091/mbc.10.6.1719
https://doi.org/10.1091/mbc.10.6.1719
https://doi.org/10.7554/eLife.31145
https://doi.org/10.7554/eLife.31145
https://doi.org/10.1083/201804039
https://doi.org/10.1093/emboj/19.17.4577
https://doi.org/10.1038/326309a0
https://doi.org/10.1038/326309a0

Harding, T.M., K.A. Morano, SV. Scott, and D.J. Klionsky. 1995. Isolation and
characterization of yeast mutants in the cytoplasm to vacuole protein
targeting pathway. J. Cell Biol. 131:591-602. https://doi.org/10.1083/jcb
.131.3.591

Hegeds, K., S. Takts, A. Boda, A. Jipa, P. Nagy, K. Varga, A.L. Kovécs, and
G. Juhész. 2016. The Cczl-Monl-Rab7 module and Rab5 control distinct
steps of autophagy. Mol. Biol. Cell. 27:3132-3142. https://doi.org/10.1091/
mbc.e16-03-0205

Ishihara, N., M. Hamasaki, S. Yokota, K. Suzuki, Y. Kamada, A. Kihara, T.
Yoshimori, T. Noda, and Y. Ohsumi. 2001. Autophagosome requires
specific early Sec proteins for its formation and NSF/SNARE for vac-
uolar fusion. Mol. Biol. Cell. 12:3690-3702. https://doi.org/10.1091/mbc
12.11.3690

Itakura, E., C. Kishi-Itakura, and N. Mizushima. 2012. The hairpin-type
tail-anchored SNARE syntaxin 17 targets to autophagosomes for fusion
with endosomes/lysosomes. Cell. 151:1256-1269. https://doi.org/10.1016/
j-cell.2012.11.001

Janke, C., M.M. Magiera, N. Rathfelder, C. Taxis, S. Reber, H. Maekawa, A.
Moreno-Borchart, G. Doenges, E. Schwob, E. Schiebel, and M. Knop.
2004. A versatile toolbox for PCR-based tagging of yeast genes: New flu-
orescent proteins, more markers and promoter substitution cassettes.
Yeast. 21:947-962. https://doi.org/10.1002/yea.1142

Kametaka, S., T. Okano, M. Ohsumi, and Y. Ohsumi. 1998. Apgl4p and Apg6/
Vps30p form a protein complex essential for autophagy in the yeast,
Saccharomyces cerevisiae. J. Biol. Chem. 273:22284-22291. https://doi
.org/10.1074/jbc.273.35.22284

Khmelinskii, A., M. Meurer, N. Duishoev, N. Delhomme, and M. Knop. 2011.
Seamless gene tagging by endonuclease-driven homologous recombina-
tion. PLoS One. 6:e23794. https://doi.org/10.1371/journal.pone.0023794

Kihara, A., T. Noda, N. Ishihara, and Y. Ohsumi. 2001. Two distinct Vps34
phosphatidylinositol 3-kinase complexes function in autophagy and
carboxypeptidase Y sorting in Saccharomyces cerevisiae. J. Cell Biol.
152:519-530. https://doi.org/10.1083/jcb.152.3.519

Kim, J., V.M. Dalton, K.P. Eggerton, SV. Scott, and D.J. Klionsky. 1999. Apg7p/
Cvt2p isrequired for the cytoplasm-to-vacuole targeting, macroautoph-
agy, and peroxisome degradation pathways. Mol. Biol. Cell. 10:1337-1351.
https://doi.org/10.1091/mbc.10.5.1337

Kinchen, J.M., and K.S. Ravichandran. 2010. Identification of two evolution-
arily conserved genes regulating processing of engulfed apoptotic cells.
Nature. 464:778-782. https://doi.org/10.1038/nature08853

Kirisako, T., M. Baba, N. Ishihara, K. Miyazawa, M. Ohsumi, T. Yoshimori,
T. Noda, and Y. Ohsumi. 1999. Formation process of autophagosome is
traced with Apg8/Aut7p in yeast. J. Cell Biol. 147:435-446. https://doi.org/
10.1083/jcb.147.2.435

Klionsky, D.J. 2005. The molecular machinery of autophagy: unanswered
questions. J. Cell Sci. 118:7-18. https://doi.org/10.1242/jcs.01620

Kraft, C., A. Deplazes, M. Sohrmann, and M. Peter. 2008. Mature ribosomes
are selectively degraded upon starvation by an autophagy pathway re-
quiring the Ubp3p/Bre5p ubiquitin protease. Nat. Cell Biol. 10:602-610.
https://doi.org/10.1038/ncb1723

Kraft, C., M. Kijanska, E. Kalie, E. Siergiejuk, S.S. Lee, G. Semplicio, I. Stoffel,
A. Brezovich, M. Verma, I. Hansmann, et al. 2012. Binding of the Atgl/
ULK1 kinase to the ubiquitin-like protein Atg8 regulates autophagy.
EMBO]. 31:3691-3703. https://doi.org/10.1038 /emboj.2012.225

Kréamer, L., and C. Ungermann. 2011. HOPS drives vacuole fusion by binding
the vacuolar SNARE complex and the Vam?7 PX domain via two distinct
sites. Mol. Biol. Cell. 22:2601-2611. https://doi.org/10.1091/mbc.e11-02
-0104

Langemeyer, L., A. Perz, D. Kiimmel, and C. Ungermann. 2018. A guanine nu-
cleotide exchange factor (GEF) limits Rab GTPase-driven membrane fu-
sion. J. Biol. Chem. 293:731-739. https://doi.org/10.1074/jbc.M117.812941

Li, Z., FJ. Vizeacoumar, S. Bahr, J. Li, J. Warringer, F.S. Vizeacoumar, R. Min,
B. Vandersluis, J. Bellay, M. Devit, et al. 2011. Systematic exploration of
essential yeast gene function with temperature-sensitive mutants. Nat.
Biotechnol. 29:361-367. https://doi.org/10.1038/nbt.1832

Liu, X., and D.J. Klionsky. 2016. The Atg17-Atg31-Atg29 complex and Atgll reg-
ulate autophagosome-vacuole fusion. Autophagy. 12:894-895. https://doi
.org/10.1080/15548627.2016.1162364

Liu, Y., and C. Barlowe. 2002. Analysis of Sec22p in endoplasmic reticulum/
Golgi transport reveals cellular redundancy in SNARE protein function.
Mol. Biol. Cell. 13:3314-3324. https://doi.org/10.1091/mbc.e02-04-0204

Longtine, M.S., A. McKenzie III, D.J. Demarini, N.G. Shah, A. Wach, A. Brachat,
P. Philippsen, and ].R. Pringle. 1998. Additional modules for versatile and
economical PCR-based gene deletion and modification in Saccharomy-

Bas etal.

Ykt6 mediates autophagosome-vacuole fusion

ces cerevisiae. Yeast. 14:953-961. https://doi.org/10.1002/(SICI)1097
-0061(199807)14:10%3C953::AID-YEA293%3E3.0.CO;2-U

Lupashin, VV., L.D. Pokrovskaya, J.A. McNew, and M.G. Waters. 1997. Char-
acterization of a novel yeast SNARE protein implicated in Golgi retro-
grade traffic. Mol. Biol. Cell. 8:2659-2676. https://doi.org/10.1091/mbc
.8.12.2659

Matsui, T., P. Jiang, S. Nakano, Y. Sakamaki, H. Yamamoto, and N. Mizushima.
2018. Autophagosomal YKT6 is required for fusion with lysosomes
independently of syntaxin 17. J. Cell Biol. https://doi.org/10.1083/jcb
201712058

McNew, J.A., M. Sogaard, N.M. Lampen, S. Machida, R.R. Ye, L. Lacomis,
P. Tempst, ].E. Rothman, and T.H. Séllner. 1997. Ykt6p, a prenylated
SNARE essential for endoplasmic reticulum-Golgi transport. J. Biol.
Chem. 272:17776-17783. https://doi.org/10.1074/jbc.272.28.17776

Meiling-Wesse, K., H. Barth, and M. Thumm. 2002. Cczlp/Autllp/Cvtl6p is es-
sential for autophagy and the cvt pathway. FEBS Lett. 526:71-76. https://
doi.org/10.1016/S0014-5793(02)03119-8

Nair, U., and D.J. Klionsky. 2011. Autophagosome biogenesis requires SNARESs.
Autophagy. 7:1570-1572. https://doi.org/10.4161/auto.7.12.18001

Nair, U., A. Jotwani, J. Geng, N. Gammobh, D. Richerson, W.-L. Yen, J. Griffith,
S. Nag, K. Wang, T. Moss, et al. 2011. SNARE proteins are required for
macroautophagy. Cell. 146:290-302. https://doi.org/10.1016/j.cell.2011
.06.022

Nakatogawa, H., K. Suzuki, Y. Kamada, and Y. Ohsumi. 2009. Dynamics and
diversity in autophagy mechanisms: Lessons from yeast. Nat. Rev. Mol.
Cell Biol. 10:458-467. https://doi.org/10.1038/nrm2708

Noda, T., and Y. Ohsumi. 1998. Tor, a phosphatidylinositol kinase homologue,
controls autophagy in yeast. J. Biol. Chem. 273:3963-3966. https://doi
.org/10.1074/jbc.273.7.3963

Noda, T., A. Matsuura, Y. Wada, and Y. Ohsumi. 1995. Novel system for mon-
itoring autophagy in the yeast Saccharomyces cerevisiae. Biochem. Bio-
phys. Res. Commun. 210:126-132. https://doi.org/10.1006/bbrc.1995.1636

Nordmann, M., M. Cabrera, A. Perz, C. Brécker, C. Ostrowicz, S. Engel-
brecht-Vandré, and C. Ungermann. 2010. The Mon1-Cczl complex is the
GEF of the late endosomal Rab7 homolog Ypt7. Curr. Biol. 20:1654-1659.
https://doi.org/10.1016/j.cub.2010.08.002

Papinski, D., M. Schuschnig, W. Reiter, L. Wilhelm, C.A. Barnes, A. Maiolica, 1.
Hansmann, T. Pfaffenwimmer, M. Kijanska, I. Stoffel, et al. 2014. Early
steps in autophagy depend on direct phosphorylation of Atg9 by the Atgl
kinase. Mol. Cell. 53:471-483. https://doi.org/10.1016/j.molcel.2013.12.011

Pfaffenwimmer, T., W. Reiter, T. Brach, V. Nogellova, D. Papinski, M. Schus-
chnig, C. Abert, G. Ammerer, S. Martens, and C. Kraft. 2014. Hrr25
kinase promotes selective autophagy by phosphorylating the cargo
receptor Atgl9. EMBO Rep. 15:862-870. https://doi.org/10.15252/embr
201438932

Reggiori, F., and D.J. Klionsky. 2006. Atg9 sorting from mitochondria is im-
paired in early secretion and VFT-complex mutants in Saccharomyces
cerevisiae. J. Cell Sci. 119:2903-2911. https://doi.org/10.1242/jcs.03047

Reggiori, F., and C. Ungermann. 2017. Autophagosome maturation and fusion.
J. Mol. Biol. 429:486-496. https://doi.org/10.1016/j.jmb.2017.01.002

Rieder, S.E., and S.D. Emr. 1997. A novel RING finger protein complex essential
for a late step in protein transport to the yeast vacuole. Mol. Biol. Cell.
8:2307-2327. https://doi.org/10.1091/mbc.8.11.2307

Sato, T.K., T. Darsow, and S.D. Emr. 1998. Vam7p, a SNAP-25-like molecule, and
Vam3p, a syntaxin homolog, function together in yeast vacuolar protein
trafficking. Mol. Cell. Biol. 18:5308-5319. https://doi.org/10.1128/MCB.18
.9.5308

Schu, PV., K. Takegawa, M.J. Fry, ].H. Stack, M.D. Waterfield, and S.D. Emr.
1993. Phosphatidylinositol 3-kinase encoded by yeast VPS34 gene es-
sential for protein sorting. Science. 260:88-91. https://doi.org/10.1126/
science.8385367

Scott, SV., M. Baba, Y. Ohsumi, and D.J. Klionsky. 1997. Aminopeptidase I is
targeted to the vacuole by a nonclassical vesicular mechanism. J. Cell
Biol. 138:37-44. https://doi.org/10.1083/jcb.138.1.37

Seals, D.F., G. Eitzen, N. Margolis, W.T. Wickner, and A. Price. 2000. A Ypt/
Rab effector complex containing the Secl homolog Vps33p is required
for homotypic vacuole fusion. Proc. Natl. Acad. Sci. USA. 97:9402-9407.
https://doi.org/10.1073/pnas.97.17.9402

Shen, H.-M., and N. Mizushima. 2014. At the end of the autophagic road: An
emerging understanding of lysosomal functions in autophagy. Trends
Biochem. Sci. 39:61-71. https://doi.org/10.1016/j.tibs.2013.12.001

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

Journal of Cell Biology
https://doi.org/10.1083/jcb.201804028

3668


https://doi.org/10.1083/jcb.131.3.591
https://doi.org/10.1083/jcb.131.3.591
https://doi.org/10.1091/mbc.e16-03-0205
https://doi.org/10.1091/mbc.e16-03-0205
https://doi.org/10.1091/mbc.12.11.3690
https://doi.org/10.1091/mbc.12.11.3690
https://doi.org/10.1016/j.cell.2012.11.001
https://doi.org/10.1016/j.cell.2012.11.001
https://doi.org/10.1002/yea.1142
https://doi.org/10.1074/jbc.273.35.22284
https://doi.org/10.1074/jbc.273.35.22284
https://doi.org/10.1371/journal.pone.0023794
https://doi.org/10.1083/jcb.152.3.519
https://doi.org/10.1091/mbc.10.5.1337
https://doi.org/10.1038/nature08853
https://doi.org/10.1083/jcb.147.2.435
https://doi.org/10.1083/jcb.147.2.435
https://doi.org/10.1242/jcs.01620
https://doi.org/10.1038/ncb1723
https://doi.org/10.1038/emboj.2012.225
https://doi.org/10.1091/mbc.e11-02-0104
https://doi.org/10.1091/mbc.e11-02-0104
https://doi.org/10.1074/jbc.M117.812941
https://doi.org/10.1038/nbt.1832
https://doi.org/10.1080/15548627.2016.1162364
https://doi.org/10.1080/15548627.2016.1162364
https://doi.org/10.1091/mbc.e02-04-0204
https://doi.org/10.1002/(SICI)1097-0061(199807)14:10%3C953::AID-YEA293%3E3.0.CO;2-U
https://doi.org/10.1002/(SICI)1097-0061(199807)14:10%3C953::AID-YEA293%3E3.0.CO;2-U
https://doi.org/10.1091/mbc.8.12.2659
https://doi.org/10.1091/mbc.8.12.2659
https://doi.org/10.1083/jcb.201712058
https://doi.org/10.1083/jcb.201712058
https://doi.org/10.1074/jbc.272.28.17776
https://doi.org/10.1016/S0014-5793(02)03119-8
https://doi.org/10.1016/S0014-5793(02)03119-8
https://doi.org/10.4161/auto.7.12.18001
https://doi.org/10.1016/j.cell.2011.06.022
https://doi.org/10.1016/j.cell.2011.06.022
https://doi.org/10.1038/nrm2708
https://doi.org/10.1074/jbc.273.7.3963
https://doi.org/10.1074/jbc.273.7.3963
https://doi.org/10.1006/bbrc.1995.1636
https://doi.org/10.1016/j.cub.2010.08.002
https://doi.org/10.1016/j.molcel.2013.12.011
https://doi.org/10.15252/embr.201438932
https://doi.org/10.15252/embr.201438932
https://doi.org/10.1242/jcs.03047
https://doi.org/10.1016/j.jmb.2017.01.002
https://doi.org/10.1091/mbc.8.11.2307
https://doi.org/10.1128/MCB.18.9.5308
https://doi.org/10.1128/MCB.18.9.5308
https://doi.org/10.1126/science.8385367
https://doi.org/10.1126/science.8385367
https://doi.org/10.1083/jcb.138.1.37
https://doi.org/10.1073/pnas.97.17.9402
https://doi.org/10.1016/j.tibs.2013.12.001

Simonsen, A., R. Lippé, S. Christoforidis, .M. Gaullier, A. Brech, J. Callaghan,
B.H. Toh, C. Murphy, M. Zerial, and H. Stenmark. 1998. EEA1 links PI(3)
K function to Rab5 regulation of endosome fusion. Nature. 394:494-498.
https://doi.org/10.1038/28879

Spgaard, M., K. Tani, R.R. Ye, S. Geromanos, P. Tempst, T. Kirchhausen, J.E.
Rothman, and T. Séllner. 1994. A rab protein is required for the assembly
of SNARE complexes in the docking of transport vesicles. Cell. 78:937-
948. https://doi.org/10.1016/0092-8674(94)90270-4

Takéts, S., G. Glatz, G. Szenci, A. Boda, GV. Horvath, K. Hegedtis, A.L. Kovécs,
and G. Juhdsz. 2018. Non-canonical role of the SNARE protein Ykt6 in
autophagosome-lysosome fusion. PLoS Genet. 14:e1007359. https://doi
.org/10.1371/journal.pgen.1007359

Torggler, R., D. Papinski, T. Brach, L. Bas, M. Schuschnig, T. Pfaffenwimmer,
S. Rohringer, T. Matzhold, D. Schweida, A. Brezovich, and C. Kraft. 2016.
Two independent pathways within selective autophagy converge to ac-
tivate Atgl kinase at the vacuole. Mol. Cell. 64:221-235. https://doi.org/
10.1016/j.molcel.2016.09.008

Bas etal.

Ykt6 mediates autophagosome-vacuole fusion

Ungermann, C., G.F. von Mollard, O.N. Jensen, N. Margolis, T.H. Stevens, and W.
Wickner. 1999. Three v-SNAREs and two t-SNARES, present in a pentam-
eric cis-SNARE complex on isolated vacuoles, are essential for homotypic
fusion. J. Cell Biol. 145:1435-1442. https://doi.org/10.1083/jcb.145.7.1435

Wang, C.-W., PE. Strgmhaug, J. Shima, and D.J. Klionsky. 2002. The Ccz1-Monl
protein complex is required for the late step of multiple vacuole deliv-
ery pathways. J. Biol. Chem. 277:47917-47927. https://doi.org/10.1074/jbc
.M208191200

Wickner, W., and J. Rizo. 2017. A cascade of multiple proteins and lipids cat-
alyzes membrane fusion. Mol. Biol. Cell. 28:707-711. https://doi.org/10
.1091/mbc.e16-07-0517

Yang, Z., and D.J. Klionsky. 2010. Mammalian autophagy: Core molecular
machinery and signaling regulation. Curr. Opin. Cell Biol. 22:124-131.
https://doi.org/10.1016/j.ceb.2009.11.014

Zick, M., and W. Wickner. 2016. Improved reconstitution of yeast vacuole fu-
sion with physiological SNARE concentrations reveals an asymmetric
Rab(GTP) requirement. Mol. Biol. Cell. 27:2590-2597. https://doi.org/10
.1091/mbc.e16-04-0230

Journal of Cell Biology
https://doi.org/10.1083/jcb.201804028

3669


https://doi.org/10.1038/28879
https://doi.org/10.1016/0092-8674(94)90270-4
https://doi.org/10.1371/journal.pgen.1007359
https://doi.org/10.1371/journal.pgen.1007359
https://doi.org/10.1016/j.molcel.2016.09.008
https://doi.org/10.1016/j.molcel.2016.09.008
https://doi.org/10.1083/jcb.145.7.1435
https://doi.org/10.1074/jbc.M208191200
https://doi.org/10.1074/jbc.M208191200
https://doi.org/10.1091/mbc.e16-07-0517
https://doi.org/10.1091/mbc.e16-07-0517
https://doi.org/10.1016/j.ceb.2009.11.014
https://doi.org/10.1091/mbc.e16-04-0230
https://doi.org/10.1091/mbc.e16-04-0230

