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Abstract: The yeast vacuole is a vital organelle, which is required for the degradation of aberrant
intracellular or extracellular substrates and the recycling of the resulting nutrients as newly available
building blocks for the cellular metabolism. Like the plant vacuole or the mammalian lysosome,
the yeast vacuole is the destination of biosynthetic trafficking pathways that transport the vacuolar
enzymes required for its functions. Moreover, substrates destined for degradation, like extracellular
endocytosed cargoes that are transported by endosomes/multivesicular bodies as well as intracellular
substrates that are transported via different forms of autophagosomes, have the vacuole as destination.
We found that non-selective bulk autophagy of cytosolic proteins as well as the selective autophagic
degradation of peroxisomes (pexophagy) and ribosomes (ribophagy) was dependent on the armadillo
repeat protein Vac8 in Saccharomyces cerevisize. Moreover, we showed that pexophagy and ribophagy
depended on the palmitoylation of Vac8. In contrast, we described that Vac8 was not involved in the
acidification of the vacuole nor in the targeting and maturation of certain biosynthetic cargoes, like
the aspartyl-protease Pep4 (PrA) and the carboxy-peptidase Y (CPY), indicating a role of Vac8 in the
uptake of selected cargoes. In addition, we found that the hallmark phenotype of the vac8A strain,
namely the characteristic appearance of fragmented and clustered vacuoles, depended on the growth
conditions. This fusion defect observed in standard glucose medium can be complemented by the
replacement with oleic acid or glycerol medium. This complementation of vacuolar morphology
also partially restores the degradation of peroxisomes. In summary, we found that Vac8 controlled
vacuolar morphology and activity in a context- and cargo-dependent manner.
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1. Introduction

Yeast cells contain vacuoles that are functionally comparable to mammalian lysosomes and plant
vacuoles [1,2]. The defined protein composition of the vacuolar membrane and lumen enables its
defined function in protein degradation, metabolite storage, detoxification, and nutrient recycling.
The analysis of yeast vacuolar protein sorting mutants has provided general insights into vacuolar
membrane traffic and vacuolar biogenesis, which has been a model for organelle inheritance as well as
the biosynthetic, endocytic, and autophagic pathways in higher eukaryotes.

One of the central factors is Vac8, which is linked to several functions, even though its molecular
mode of action is not known. Vac8 is an actin-associated armadillo repeat protein, which is closely
related to plakoglobin and beta-catenin of higher Eukaryotes [3-5]. Several different tasks were
assigned to Vac8 in Saccharomyces cerevisiae. It is required for caffeine resistance, the formation of
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nucleus-vacuole junctions, homotypic vacuole fusion, cytosol-to-vacuole transport (CVT pathway),
and the inheritance of vacuoles [4-9]. Some of these functions are defined by the interaction of Vac8
to specific proteins. Vac8 and the phospho-protein Vacl?7 form a receptor complex for the type V
motor protein Myo2 at the vacuole, which is required for the movement of vacuoles to the daughter
cell [10]. The interaction of Vac8 with the nuclear membrane protein Nvjl establishes nucleus—vacuole
junctions [8,11]. In the context of the CVT pathway, Vac8 interacts with the phospho-protein Atgl3 [6].
Vac8 exhibits one myristoylation and three palmitoylation sites, which contribute to the anchoring of
Vac8 at the membrane. It is known that this posttranslational modification is required for vacuolar
inheritance and fusion, but not for the CVT pathway [5-7,12-16]. In this study, we describe additional
functional roles of Vac8 in different autophagic pathways and membrane dynamics in S. cerevisiae.

2. Materials and Methods

2.1. Yeast Strains and Culture Conditions

The S. cerevisine BY4742 strain [17] and its deletion mutants used in this study were purchased
from EUROSCARF (Frankfurt, Germany). Yeast complete (YPD; 1% yeast extract, 2% peptone,
and 2% glucose; pH 7.4), selective minimal glucose media (SD; 0.3% glucose, 0.5% ammonium
sulfate, and 0.17% yeast nitrogen base without amino acids, auxotrophic amino acids, and nucleoside;
pH 6.0), and synthetic glucose media (SD(+N); 2% glucose, 0.5% ammonium sulfate, and 0.17% yeast
nitrogen base without amino acids, auxotrophic amino acids, and nucleoside; pH 6.0) have been
used. Glycerol-containing medium (2% glycerol, 0.1% glucose, 0.5% ammonium sulfate, and 0.17%
yeast nitrogen base without amino acids, auxotrophic amino acids, and nucleoside; pH 6.0) and
oleate-containing medium (0.5% ammonium sulfate, 0.17% yeast nitrogen base without amino acids,
auxotrophic amino acids, and nucleoside, 0.05% Tween40, and 0.1% oleic acid; pH 6.0) have been
described previously [18]. In addition to oleate media, the oleate plates contained 0.1% yeast extract,
0.5% Tween40, and 2.4% agar. The nitrogen-starvation medium SD(—N) contained 2% glucose and
0.17% yeast nitrogen base without amino acids, auxotrophic amino acids, and nucleoside, adjusted to
pH 6.0.

2.2. Plasmids

The Pex11-GFP was generated by amplification of 794 nucleotides upstream of PEX11 and the
PEX11 open reading frame without the stop codon by PCR, using genomic S. cerevisiae (BY4742)
DNA as a template and RE3850 (5'-AAAGAGCTCAAGAAGCTCAAATGAGCGGTT-3’) and RE3985
(5’-AAAGGATCCTGTAGCTTTCCACATGTCTTG-3’) as primers. The PCR product was digested with
Sacl/BamHI and cloned into pUG35, replacing the MET25 promotor.

The plasmid Pgk1-GFP was a kind gift by Prof. Michael Thumm (Universitat Gottingen, GER) [19].
The Pep4-GFP plasmid was provided by Prof. David Goldfarb (University of Rochester, NY, USA) [20].
Rpl25-GFP was ordered from Prof. Michael Rout (Rockefeller University, New York City, NY, USA) via
Addgene (Addgene plasmid #24037). The integrating Vac8 and Vac8(C4/5/7A) plasmids were obtained
from Prof. Christian Ungermann (Universitdt Osnabriick, GER) [15].

2.3. Bulk Autophagy Assay

To monitor bulk autophagy based on [21], yeast cells expressing the cytosolic protein Pgkl
(3-phosphoglycerate kinase 1) C-terminally fused with GFP were grown in three precultures (first
preculture in 10 mL, second and third in 20 mL, ODgyonm = 0.1) under selective minimal glucose
conditions at 30 °C. In order to initiate bulk autophagy, the third preculture (incubated for 16 h at
30 °C) were washed two times and resuspended in 1 mL sterile dH,O. In total, 200 pL cell suspension
was transferred to 20 mL SD-medium, which was treated with a final concentration of 0.2 pg/mL
rapamycin (Sigma-Aldrich) and/or DMSO as a control. As a starting point of bulk autophagy (t = 0 h),
the remaining of cell suspension were immediately harvested at 4000 rpm for 5 min at 4 °C and
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prepared by TCA precipitation. After 23 h incubation at 30 °C, the t = 23 h samples were harvested
(5 min, 4000 rpm at 4 °C), washed two times, and then subjected to TCA precipitation (as described
in [22]).

2.4. Pexophagy Assay

For the pexophagy assay based on [21], yeast strains expressing the peroxisomal membrane
protein Pex11 C-terminally fused with GFP were grown in two precultures (20 mL overnight and 50 mL
for 8 h, ODgponm = 0.3) in SD-medium at 30 °C. Peroxisomal proliferation was induced by incubating
the cells for 16 h at 30 °C (ODggonm = 0.5) in 100 mL oleate media. To induce pexophagy, the cells first
had to be harvested at 4000 rpm for 5 min at 4 °C and washed two times with 5 mL sterile dH,O (5 min,
4000 rpm, 4 °C). Cells were resuspended in 1 mL sterile water, and 0.5 mL of cell suspension was
transferred to 100 mL nitrogen-starvation media SD(—N). Samples of the starting point (t = 0 h) were
taken immediately, harvested for 5 min at 4000 rpm and prepared by TCA precipitation. The culture
was incubated for 23 h at 30 °C. After 23 h, the t = 23 h samples (50 mL) were harvested, washed two
times and finally precipitated by TCA (trichloroacetic acid) (as described in [22]).

2.5. Ribophagy Assay

The ribophagy assay was performed as previously described in [21], with slight modifications.
Yeast cells expressing Rpl25-GFP were incubated in 10 mL SD medium for 8 h at 30 °C. The cells
(ODgoonm = 0.1) were transferred to 20 mL SD(+N) medium, in which they were incubated for 16 h.
Then, the cells (ODgyonm = 0.3) were transferred to 20 mL SD(+N) medium and were incubated for 8 h,
followed by another culture (ODggonm = 0.1) that was incubated for 12 h. After centrifugation, the
cells were washed twice in water and resuspended in 1 mL sterile water. To obtain the t = 0 h samples,
0.5 mL of cell suspension were TCA precipitated. In order to induce the degradation of ribosomes,
0.5 mL cell suspension were transferred in 20 mL SD(—N) medium and incubated for 6 h at 30 °C.
Finally, the t = 6 h samples were also TCA precipitated (as described in [22]).

2.6. Immunodetection

Polyclonal rabbit antibodies were raised against Por1 [23], Pep4 (a kind gift of Prof. Wolf, Stuttgart)
and Cpyl (Abcam, Cambridge, UK). Monoclonal mouse antibodies were raised against GFP (Roche,
Mannheim). After elimination of unbound primary antibody, the blots were incubated with goat
anti-mouse IRDye® 800CW or IRDye® 680RD goat anti-rabbit as secondary antibodies and visualized
with the Odyssey® infrared imaging system (LI-COR Bioscience, Bad Homburg) [24].

2.7. Fluorescence Microscopy

In total, 1.5 mL culture was pelleted at 4000 rpm for 5 min at room temperature and resuspended in
100 pL of FM4-64/YPD-medium (1/125 volume of 1 mM FM4-64, purchased from Invitrogen Karlsruhe
(T3166)). After cultivation for 30 min at 30 °C, the cell culture was washed twice with YPD medium
and incubated in 1 mL fresh YPD-medium for 2 h at 30 °C using a rotator and aluminum foil to shield
from the light. Before the cells were subjected to microscopy, they were harvested at 4000 rpm for 5 min
at room temperature, washed twice with 1x PBS buffer and then resuspended in 40 to 60 uL 1x PBS
buffer. The analysis of live cells was performed with a Zeiss Axioplan microscope and deconvolved
with AxioVision 4.1 software (Zeiss, Jena).

2.8. Statistical Analysis

The intensity of free GFP signals on the Western Blots was calculated by Image Studio Lite,
LI-COR Bioscience (1 = 5). The results are presented as means + standard deviation (SD). The analysis
of variance was performed by use of t-test procedures. A p-value of p < 0.001(***) was considered
as significant.



Cells 2019, 8, 661 40f18

3. Results

3.1. The Biosynthetic Transport via the Carboxy-Peptidase Y (CPY) Pathway Occurs in vac8A Cells

It has been described that Vac8 is required for the biosynthetic transport of aminopeptidase 1
(Apel) to the vacuole via the CVT pathway [6,25]. We were interested to know whether Vac8 also has a
role in the Vps10-dependent trafficking pathway of the proteases Pep4 and Cpy1 (CPY pathway). Both
Pep4 and Cpy1 are transported as precursor forms that achieve their mature form within the vacuolar
lumen [26]. Therefore, we analyzed their maturation status in different mutants (Figure 1A). While
wild-type (WT) cells exhibit fully maturated Pep4, the ups10A cells, which lack the main trafficking
receptor, also display a certain amount of precursor Pep4 in addition. The deletion of the protease
Prb1 results in the appearance of the known pseudo-Pep4 species [27]. In contrast, we found that
vac8A, vacl7A, and atg13A cells contained fully maturated Pep4. Neither the Vac8/Vacl7 module nor
the Vac8/Atg13 module is required for the maturation of Pep4. Similar results were obtained in the
analysis of Cpyl. Only vps10A cells, deleted for the main trafficking receptor, as well as pep4A cells,
deleted for the main activating protease, display an amount of precursor Cpyl. We found that prb1A
cells contain a Cpy1 species that runs at slightly higher molecular weight, indicating that these cells
contain a species that could be regarded as a putative pseudo-Cpyl. In contrast, fully maturated Cpyl
was detected in vac8A, vac17A, and atg13A cells, which correlates with our results for Pep4.
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Figure 1. Maturation of the vacuolar proteases Pep4 and Cpy1 is independent of Vac8. (A) Fully
maturated Pep4 and Cpy1 can be detected in the lysates of wild-type (WT) cells. Non-maturated species
can be detected in ups10A cells, which lack the main trafficking receptor for Pep4 and Cpy1. The strain
deleted for the protease Prbl shows the known pseudo-Pep4, while Cpyl also displays a species
of higher molecular weight. Pep4 and Cpy1 are fully maturated in vac8A, vac17A, and atg13A cells.
(B) The vacuolar targeting of Pep4-GFP was monitored via the fluorescence microscopy. Pep4-GFP
shows a WT-like localization within the lumen of the FM4-64-stained vacuole in vac8A, vac17A, atg13A,
and prb1A cells. (C) Vac8 is not involved in the acidification of the vacuole. Vma2 is the subunit B of
the V1 peripheral membrane domain of the vacuolar H*-ATPase. Therefore, the vma2A strain does not
grow on pH = 8.0 plates. In contrast, vacuolar acidification is not disturbed in WT, vac8A, vac17A, and
ypt7A cells. Vac8 is also not essential for the biogenesis of mitochondria and peroxisomes.
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We visualized the localization of the Pep4-GFP signal directly with the fluorescence microscope
(Figure 1B). The Pep4-GFP signal is properly localized to the lumen of FM4-64 stained vacuoles of
WT, prb1A vac17A, and atg13A cells. The fragmented vacuoles of vac8A cells displayed their known
clustered phenotype. However, we found that this did not prevent the import of Pep4-GFP into the
lumen of the small, clustered vacuoles.

Because vacuolar enzymes depended on a low pH [28], we tested the acidification of the vacuole
in different mutants (Figure 1C). One known critical factor is Vma?2 (vacuolar membrane ATPase 2),
which is the subunit B of the V1 peripheral membrane domain of the vacuolar H*-ATPase, the central
electrogenic proton pump [29]. We found that the vma2A strain grew on glucose medium with pH 4.0
and pH 6.0. However, the shift to the basic pH value of 8.0 is lethal for the vma2A cells. In contrast,
WT and cells lacking Vac8, Vacl7, or the vesicle-fusion factor Ypt7 grew on glucose medium with a
pH value of 8.0. Therefore, it is strongly suggested that Vac8 does not influence the acidification of
the vacuole and that the imported proteases find their optimal pH to be active. Vac8 was also not
required for growth on ethanol and oleate at pH 6.0, which indicates that the deletion of VACS8 does
not enhance the stress effect of these two media and that it is neither essential for mitochondrial nor
peroxisomal biogenesis.

In summary, we found that the vacuolar acidification as well as the Vps10-dependent transport
pathway was not affected in vac8A cells, because they were still capable of the import and maturation
of Pep4 and Cpyl.

3.2. Vac8 Is Required for Efficient Bulk Autophagy of the Cytosolic Protein Pgk1

After the analysis of the trafficking of biosynthetic cargoes, we tested the uptake and breakdown
of substrates destined for degradation. We wanted to know whether the degradation of the cytosolic
protein Pgk1(3-phosphoglycerate kinase 1)-GFP via bulk autophagy is affected in the vac8A or vac17A
strain. We used glucose-grown cells and induced bulk autophagy by the addition of the known
mTOR-inhibitor rapamycin, which relieves the mTOR-mediated block of autophagic processes [30,31].
This results in the engulfment of cytosolic content by autophagic membranes followed by their
degradation in the vacuole. Therefore, the breakdown of the Pgkl-part of the fusion protein should
lead to the occurrence of free *GFP, which is relatively stable within the vacuole (Figure 2A). We observe
that Pgk1-GFP displays a constitutive turnover, which is significantly enhanced in presence of
rapamycin. This was shown by the detection of weak Pep4-dependent *GFP signals at the time
point t = 0 h in WT cells, which are clearly enhanced in presence of rapamycin (t = 23 h). Similar
results were obtained with vac17A cells, demonstrating that Vacl7 is not involved in bulk autophagy.
In contrast, the samples derived from vac8A cells showed that bulk autophagy was hampered in these
cells. The constitutive autophagic turnover of Pgk1-GFP was nearly blocked, as no free *GFP was
produced at t = 0 h and only a small portion of free *GFP was detectable at t = 23 h (-rapamycin).
This amount of free *GFP did not increase when rapamycin had been added (t = 23 h + rapamycin).
The statistical analysis of the densitometric data of the *GFP signal intensities (Figure 2B) in vac8A cells
showed that the amount of *GFP at the end of the bulk autophagy assay (t = 23 h + rapamycin) was
even lower than the basic turnover of Pgk1-GFP in WT cells (t = 0 h — rapamycin). In line with this, the
amount of free *GFP generated in the bulk autophagy assay (t = 23 h + rapamycin) was significantly
lower in vac8A cells than in WT cells. These results strongly suggest a critical involvement of Vac8 in
the autophagic degradation of the cytosolic protein Pgk1-GFP via bulk autophagy.

We further analyzed the requirement of Vac8 for bulk autophagy with the fluorescence microscope
(Figure 2C). In WT cells, Pgk1-GFP proteins can be detected as green cytosolic signals, which leave
out the vacuole to a certain extent. This corresponds to the situation at t = 0 h during the biochemical
assay, when only little Pgk1-GFP is degraded via constitutive turnover.
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Figure 2. Vac8 is required for efficient bulk autophagy. (A) The cytosolic protein Pgk1-GFP shows
a certain constitutive turnover. The autophagic degradation of Pgk1-GFP via bulk autophagy was
enhanced by the addition of rapamycin. While the Pgk1 portion of the fusion protein is completely
degraded in the vacuole, the GFP portion is mostly stable (*GFP). At the end of the bulk autophagy
assay (+rapamycin/23 h) a high amount of *GFP was generated in wild-type (WT) and vac17A cells,
while the amount of *GFP did not differ from the —rapamycin/23 h sample in vac8A cells. (B) This result
is supported by statistical analysis of the measured densitometry data of the *GFP signals. The amount
of *GFP differs significantly between WT and vac8A cells. *** p < 0.001. (C) The localization of Pgk1-GFP
during bulk autophagy was analyzed by fluorescence microscopy. At the end of the bulk autophagy
assay (+rapamycin/23 h), diffuse GFP signals can be detected within the lumen of the FM4-64-stained
vacuolar structures of WT and vac17A cells, while they are devoid of the GFP signal in atg8A and
vac8A cells.

After the incubation with rapamycin (t = 23 h), the vacuoles were filled with strong green signals,
which indicates the uptake and efficient breakdown of the Pgk1-GFP fusion protein in the vacuole.
The atg8A strain served as negative control and contained no vacuolar GFP signals. The vac17A cells
behaved similar to the WT. The analysis of the vac8A cells revealed that the lumen of the fragmented
vacuoles was nearly devoid of GFP signals, which corresponds to the finding from our biochemical
assays that Vac8 is required for efficient bulk autophagy of Pgk1-GFP after rapamycin induction.

It is interesting to note that the efficiency of degradation differs depending on the mode of
mTOR inhibition. Previous work found that the bulk autophagy cargoes Pho8A60 and GFP-Atg8
were degraded efficiently when vac8A cells were grown in starvation medium [6,32]. We also found
a compromised but still efficient degradation of Pgk1-GFP in vac8A cells when we used starvation
(SD — N) medium (Figure S1). Therefore, at least for Pgk1-GFP we can say that the presence of Vac8
is obviously more important for Pgkl-GFP breakdown when cells are grown in glucose medium
(+rapamycin) than in starvation medium.

3.3. Vac8 is Essential for Pexophagy in S. cerevisiae

In order to analyze the selective autophagic degradation of peroxisomes, we utilized the
peroxisomal membrane protein Pex11 genetically fused to GFP as marker. As the first step, the
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proliferation of peroxisomes was induced by the shift of glucose-grown cells to oleate-containing
medium, which lacks glucose.

Peroxisomes are essential for growth in oleate medium, and therefore their proliferation is induced
under these conditions [18,33,34]. As the second step, the cells were shifted to glucose-containing
medium, which lacks oleate and contains a reduced amount of nitrogen sources in order to induce the
degradation of the not needed excess of peroxisomes. We found that the peroxisomes marked with
Pex11-GFP were degraded in the vacuoles of WT cells (Figure 3A). While Pex11 is hydrolyzed together
with the rest of the peroxisome, the GFP-fusion-tag remains relatively stable within the vacuole.
Therefore, the occurrence of free *GFP is regarded as a marker for functional pexophagy. In contrast,
the deletion of the protease Pep4 served as negative control, because no free *GFP is generated.
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Figure 3. Vac8 is essential for pexophagy. (A) The possible contribution of Vac8 and Vac17 to pexophagy
was monitored via the stability of the peroxisomal membrane protein Pex11, which was genetically
fused to GFP. After proliferation of peroxisomes, cells were shifted to pexophagy medium. In wild-type
(WT) and vac17A cells, the Pex11-part of the fusion protein is degraded in the vacuole together with
the rest of the organelle, while the GFP portion is largely stable (*GFP). This process is blocked in
pep4A and vac8A cells. (B) Peroxisomes were labeled with the matrix protein GFP-PTSI for fluorescence
microscopy. The vacuolar membrane was stained with FM4-64. Prior to the induction of pexophagy
(t = 0 h), peroxisomes are visible as green cytosolic dots, while the vacuolar lumen is devoid of these
signals. At the end of the pexophagy assay (t = 23 h), some peroxisomal signals remain in the cytosol,
while the vacuole of WT cells is filled with a diffuse green staining, indicating peroxisomal breakdown.
The vacuole does not display GFP signals in atg36A and vac8A cells, indicating a defect in pexophagy.
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The deletion of Vacl7 did not inhibit pexophagy. This was shown by the detection of free *GFP
in the samples of the cell lysate. In contrast, the deletion of Vac8 resulted in a complete block of
peroxisomal breakdown by pexophagy. No free *GFP was detectable in the lysate of vacSA cells.
The mitochondrial Porl served as loading control and showed that equal amounts were loaded for the
t = 0 h test samples as well as for the t = 23 h test samples, respectively.

We verified this result by monitoring pexophagy by fluorescence microscopy (Figure 3B).
We transformed the cells with the peroxisomal matrix protein marker GFP-PTS1. The cells were
incubated for the pexophagy assay as described above. WT cells display a green punctated pattern
at the time point t = 0 h, which corresponds to the peroxisomes with imported GFP-PTS1. At the
time point t = 23 h after pexophagy induction, single green dots, representing intact peroxisomes, can
still be seen in the cytosol, along with broad, diffuse green signals within FM4-64 stained vacuoles,
indicating peroxisomal breakdown by displaying only the remaining free *GFP. The negative control
atg36A, which lacks the peroxisomal pexophagy receptor, displays no GFP signals within the vacuolar
lumen. Similar to WT cells, the vacuoles of vac17A cells contain diffuse green signals. In contrast, the
vacuoles of vac8A cells are devoid of GFP signals after pexophagy induction.

In summary, we could show that Vac8 is essential for the selective autophagic degradation of
peroxisomes in oleate-induced cells of S. cerevisiae.

3.4. Vac8 Is Essential for Ribophagy

Based on our finding that Vac8 is required for the bulk autophagy of the cytosolic protein Pgk1-GFP
and essential for the selective autophagic degradation of peroxisomes via pexophagy, we tested the
role of Vac8 in the autophagic breakdown of ribosomes. The ribosomal protein of the large subunit
Rpl25 (ribosomal protein large 25) was fused to GFP in order to analyze the ribophagy of the 60S
subunit (Figure 4A). At the end of the ribophagy assay (t = 6 h), free *GFP was generated in WT and
vacl7A cells. In contrast, the vac8A cells show no *GFP, like the negative control pep4A.

Ribophagy was also monitored by fluorescence microscopy (Figure 4B). WT cells display green
cytosolic signals at the time point t = 0 h, which correspond to the intact ribosomes, while the vacuole
is devoid of GFP. At the time point t = 6 h, diffuse green signals can be detected within the FM4-64
stained vacuoles. Similar to WT cells, the vacuoles of vac17A cells contain diffuse green signals, which
correspond to free *GFP derived from degraded ribosomes. The vacuoles of vacSA cells display no
GFP signals within their lumen, strongly suggesting a defect in uptake and degradation of ribosomes
during ribophagy.

3.5. Palymitoylation of Vac8 Controls Pexophagy and Ribophagy

We were interested to analyze whether the palmitoylation of Vac8 has an impact on its role in
selective autophagy. We transformed GFP-PTS1 expressing vac8A cells with integrating plasmids
encoding either for wild-type Vac8 or a palmitoylation-deficient version, in which the cysteines at
position 4, 5, and 7 have been exchanged against alanines (Figure 5A).

We found that vacSA cells containing plasmid-encoded Vac8 displayed diffuse vacuolar GFP
signals, showing that peroxiosmes were degraded and that the plasmid could complement the deletion
strain. In contrast, Vac8(C4/5/7A) containing cells exhibited vacuoles that were nearly completely
devoid of GFP signals. This result shows that palmitoylation of Vac8 controls the degradation of
peroxisomes via pexophagy.

We also tested the role of the palmitoylation of Vac8 during ribophagy (Figure 5B). Therefore, we
transformed Rpl25-GFP expressing vacSA cells with integrating plasmids encoding either for wild-type
Vac8 or Vac8(C4/5/7A). Vacuolar GFP signals can be detected in WT cells and in vacSA cells containing
plasmid-encoded Vac8. In contrast, vacS§A cells without Vac8 plasmids do not exhibit vacuolar GFP,
indicating a defect in the uptake and degradation of ribosomes. The vac8A cells containing the
palmitoylation-deficient Vac8(C4/5/7A) displayed vacuoles that appear to be nearly devoid of GFP
signals, suggesting that palmitoylation is required for ribophagy. In order to corroborate this finding,
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we also performed a biochemical ribophagy assay (Figure S2). In line with our fluorescence data,
we found that Vac8 containing cells could produce free *GFP, while Vac8(C4/5/7A) containing cells
exhibited only hardly detectable amounts of free *GFP.
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Figure 4. Vac8 is essential for ribophagy. (A) The possible contribution of Vac8 and Vac17 to ribophagy
was analyzed via the stability of the ribosomal protein Rpl25, which was genetically fused to GFP.
In wild-type (WT) and vac17A cells, the Rpl25-part of the fusion protein is degraded in the vacuole
together with the rest of the organelle, while the GFP portion is largely stable (*GFP). This process
is blocked in pep4A and vac8A cells. (B) Ribosomes were labeled with Rpl25-GFP for fluorescence
microscopy. The vacuolar membrane was stained with FM4-64. At the end of the ribophagy assay
(t = 6 h), the vacuole of WT and vac17A cells is mainly filled with a diffuse green staining, indicating
ribsomal breakdown. The vacuole does not display GFP signals in pep4A and vac8A cells, indicating a
defect in ribophagy.

Another interesting finding concerns the morphology of the vacuole in vac8A cells. They appear
to form WT-like round central vacuoles after oleate induction (Figure 5A, t = 0 h). However, when
vac8A cells or vac8A cells containing Vac8(C4/5/7A) are grown on glucose-based medium, like the
pexophagy medium (Figure 5A, t = 23 h) or with or without rapamycin in ribophagy medium (Figure 5B,
t =0h/t =6 h), they appear to be fragmented. Because the size of the vacuolar structures and the
degree of fragmentation seem to change under different conditions, we tested the effect of distinct
incubation methods systematically.
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Figure 5. Palmitoylation of Vac8 is required for efficient pexophagy and ribophagy. (A) Peroxisomes
were labeled with the matrix protein GFP-PTS1, while the vacuolar membrane was stained with FM4-64
for fluorescence microscopy. WT and vac8A cells transformed with an integrating Vac8 plasmid are
filled with a diffuse green staining at the end of the assay (t = 23 h), indicating peroxisomal breakdown.
The vacuole does not display GFP signals in vac8A cells without or with the palmitoylation-deficient
Vac8(C4/5/7A), indicating a defect in pexophagy. (B) Ribosomes were marked with Rpl25-GFP, while the
vacuolar membrane was labeled with FM4-64. At the end of the ribophagy assay (t = 6 h), the vacuoles of
WT and vac8A cells transformed with a Vac8 plasmid were filled with GFP signals, indicating ribosomal
degradation. The vacuole does not display GFP signals in vac8A cells and vac8A cells transformed with
the palmitoylation-deficient Vac8(C4/5/7A), strongly suggesting a defect in ribophagy.

& [2v] 0.

3.6. The Vacuolar Fusion-Defect of Glucose-Grown vac8A Cells Can Be Complemented by Oleic Acid and Glycerol

Glucose-grown (SD medium) vac8A cells display the typical fragmented vacuolar phenotype
(Figure 6A), which is caused by a vacuolar fusion defect [4]. When we shifted the SD-grown cells
to a medium with additional nitrogen sources (SD + N) or reduced nitrogen sources (SD — N), the
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appearance of the vacuolar structures in vac8A cells changes to certain extent. Nearly no change can be
seen in cells growing in SD + N medium, while cells in SD — N medium, a starvation medium, show
one slightly more enlarged central vacuole associated with several smaller vacuolar structures.

A SD SD+N SD-N Oleate Glycerol
FM4-64 Merge FM4-64 Merge FM4-64 Merge FM4-64 Merge FM4-64 Merge

- .. .. .. .. ..
vac8A
S pm

Rapamycin P —_ +
Time in [h] & T=0
FM4-64

FM4-64 Merge FM4-64 Merge

Merge

WT

vac8A

Oleate

Rapamycin & — +

Time in [h] > = =2 = =
FM4-64 Merge FM4-64 Merge FM4-64 Merge FM4-64 Merge

vac8A
5 pm

Figure 6. The vacuolar fusion-defect of glucose-grown vac8A cells can be complemented by oleic acid

and glycerol. (A) Glucose-grown (SD) vac8A cells display the typical fragmented vacuolar phenotype,
which is thought to be caused by a vacuolar fusion defect. The shift to SD — N medium leads to the
formation of a larger central vacuole associated with some smaller vacuolar structures. The shift of SD
grown cells to medium containing oleic acid or glycerol resulted in the formation of vacuoles comparable
to WT cells. (B) The morphology change of vac8A cells is rapamycin-independent. The morphology of
FM4-64-stained vacuoles of cells grown in SD medium is not influenced by the presence of rapamycin
under the tested conditions. The presence of rapamycin does not block the morphology shift of vac8A
cells from SD medium to oleic acid medium. The small fragmented vacuoles (t = 0 h) fused to large
vacuoles (t = 1 h/t = 2 h) with or without rapamycin.

The shift of SD grown cells to medium predominantly containing oleic acid or glycerol resulted
in the formation of one large vacuole that is comparable to WT cells. Therefore, it can be concluded
that the vacuolar fusion-defect of glucose-grown vac8A cells can be complemented by oleic acid and
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glycerol. The smaller (SD — N) and larger (oleic acid, glycerol) changes in morphology occur quite
rapidly and are visible 1 h after medium shift.

We wanted to elucidate whether the morphology change in vac8A cells is dependent on mTOR
activity. First, we tested the effect the mTOR inhibitor rapamycin on cells incubated in SD medium
(Figure 6B). We found that the vacuolar morphology did not change in the presence of rapamycin in
SD medium under the chosen conditions. Next, we tested whether the oleic acid induced morphology
change of vac8A cells is influenced by mTOR. The results show that the presence of rapamycin does not
block the morphology shift of vac8A cells from SD medium (t = 0 h) to oleic acid medium (t = 1 h/t = 2 h).
Therefore, the results suggest that the small fragmented vacuoles visible in SD medium can fuse to one
large vacuole in oleic acid medium with or without rapamycin within 1 h.

3.7. The Defect of Peroxisome Degradation in vac8A Cells Can Be Complemented by Oleic Acid and Glycerol

We have found that Vac8 is essential for the degradation of peroxisomes via pexophagy. Because
oleic acid and glycerol can bypass the requirement for Vac8 in the fusion process and thereby can
complement the fusion defect by enabling the fragmented vacuolar parts to form one central vacuole,
we wanted to elucidate whether they could also complement the degradation defect of peroxisomes.
We shifted the glucose (SD medium)-grown cells containing Pex11-GFP to oleic acid medium and
induced autophagic degradation of peroxisomes via the addition of rapamycin (Figure 7A).

Att =23h, the WT cells display free *GFD, indicating the autophagic breakdown of peroxisomes.
No *GFP was visible in the pep4A strain, which served as negative control. In contrast to the previous
pexophagy assay (Figure 3), where the vac8A strain showed no *GFP and therefore was blocked in
pexophagy, the vac8A cells were able to produce a certain amount free *GFP in presence of oleic acid
and rapamycin. This result strongly suggests that the addition of oleic acid can not only bypass the
requirement of Vac8 for the fusion process (Figure 6) but also at least partially for the peroxisome
degradation defect (Figure 7A).

Similarly, the degradation of peroxisomes can be achieved in a vac8A strain grown in glycerol
medium (Figure 7B). Glycerol can not only induce the transition from several fragmented to one large
vacuole (Figure 6), but also partially restore the peroxisomal degradation defect of the vac8A strain
(Figure 7B).

A comparable effect was also detected for the degradation of Pgk1-GFP via bulk autophagy
(Figure S3). While only very little *GFP was generated in vac8A cells after rapamycin treatment in
glucose medium (Figure 2A), we then found that the *GFP in oleate-grown cells after rapamycin
addition reached a WT-like level (Figure S3).

In order to directly coordinate the morphology and activity of the vacuole in vac8A cells, we
performed the pexophagy assay for GFP-PTS1 marked peroxisomes using fluorescence microscopy
(Figure 7C). The vac8A cells show their clustered phenotype when they were grown in glucose medium
(t = 0 h). When they were shifted to oleic acid or glycerol medium, they developed larger vacuoles
and were able to degrade peroxisomes, as indicated by the diffuse green staining within the vacuole
(Figure 7C).

In summary, the peroxisome degradation defect of vac8A cells can partially be complemented by
oleic acid and glycerol, the central two building blocks of membrane lipids.
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Figure 7. The peroxisome degradation-defect of vacSA cells can be complemented by oleic acid and

glycerol. (A) The degradation of peroxisomes is restored in vac8A cells when the cells are shifted to

oleic acid medium. The Pex11-part of the fusion protein is degraded in the vacuole together with the

rest of the organelle, while the GFP portion is largely stable (*GFP). This process is blocked in pep4A.

(B) The degradation of peroxisomes is partially restored in vac8A cells when the cells are shifted to

glycerol medium. The Pex11 portion is degraded in the vacuole along with the rest of the organelle,
while the GFP part is largely stable (*GFP). This process is inhibited in pep4A. (C) Visualization of
cellular components under the microscope during the peroxisome degradation assay. Peroxisomes

were labeled with GFP-PTS1 and vacuoles were stained with FM4-64. The glucose-grown cells display

the fragmented vacuolar phenotype. After the shift to glycerol or oleate, the fusion defect is nearly

completely recovered and a large central vacuole can be seen. These vacuoles are able to function in

peroxisomal degradation as indicated by the diffuse green staining within the vacuole.
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4. Discussion

The armadillo repeat protein Vac8 is closely related to plakoglobin of higher Eukaryotes [3-5]
and has been assigned to several functions in S. cerevisiae. It has been reported to be required for
the inheritance of vacuoles, homotypic vacuole fusion and cytosol-to-vacuole transport (CVT) in
S. cerevisiae [5-7]. In our study, we found that Vac8 was also required for the bulk autophagy of cytosolic
content and that it is essential for the selective autophagic degradation of peroxisomes via pexophagy
and the selective autophagic degradation of ribosomes via ribophagy. The possibility that Vac8 might
play an important role in bulk autophagy was not clearly defined until now [5,6,32]. This was based on
the finding that the breakdown of the autophagosomal membrane marker GFP-Atg8 was only mildly
affected [32] as well as on the finding that the vacuolar proteolysis of the artificial cytosolic cargo
Pho8A60 (a cytosolic variant of the vacuolar alkaline phosphatase, which lacks the transmembrane
domain) was negatively influenced but not blocked by the deletion of VAC8 [6]. Moreover, electron
microscopy data showed vesicles within the vacuoles of vac8A cells, which were assumed to represent
autophagic bodies that were most likely related to bulk autophagy [6], resulting in conclusions that
vac8A cells are not defective in autophagy or that autophagy was still active [5,6]. In contrast, our data
directly demonstrate that the deletion of VACS8 blocks the vacuolar import and efficient degradation
of the cytosolic protein Pgk1 fused to GFP in the context of the constitutive turnover as well as after
induction of bulk autophagy by rapamycin. We showed this with biochemical as well as fluorescence
microscope-based assays. Bulk autophagy is nearly but not completely blocked, because a small
amount of free *GFP is detectable with the antibody in cell lysates or as minor green fluorescence
signal within the vacuoles of living cells at the end of the assay (23h + rapamycin). Therefore, we can
conclude that Vac8 is not essential but clearly required for bulk autophagy.

Pgk1-GFP, GFP-Atg8, and Pho8A60 are well-known substrates for bulk autophagy [19,21,35].
One difference is that the reported experiments with the proteolytic cleavage of Pho8A60 and GFP-Atg8
as well as the EM data were made after the shift to starvation medium (SD — N), while our experiments
with Pgk1-GFP were started with the addition of rapamycin. Even though both conditions should
block mTOR activity, the kinetics of the downregulation of the corresponding signaling cascades might
differ and result in distinct effects on mTOR downstream factors. Moreover, the different results could
potentially be explained by the idea that Pgk1-GFP, GFP-Atg8, and Pho8A60 are taken up by different
mechanisms, which could reflect different bulk autophagy modes, like micro- and macroautophagy.
Further work will have to clarify this question experimentally.

However, what we can say from our experiments is that the medium conditions do have an
influence on the degradation efficiency of Pgk1-GFP. Therefore, we also studied the degradation
of Pgk1-GFP under starvation SD — N conditions. We found, in basic agreement with most of the
Pho8A60 and GFP-Atg8 data, that Pgk1-GFP can still be degraded relatively efficiently under starvation
conditions. Therefore, we can conclude that Vac8 is less important for the degradation of Pgk1-GFP
under starvation SD — N conditions, while Vac8 is more required for the efficient degradation of
Pgk1-GFP after rapamycin treatment. This is in agreement with our morphological data. We have
shown that VAC8-deficient cells display the clustered vacuole in glucose medium and that rapamycin
does not or only very slowly influence the morphology under the tested conditions. Therefore,
Pgk1-GFP is not efficiently degraded in the glucose/rapamycin assay. We have also shown that SD — N
medium results in a faster partial reconstitution of the morphology of the large central vacuole. This
partial complementation of the fusion defect seems to be sufficient for a relatively efficient degradation
of cytosolic proteins like Pgk1-GFP by bulk autophagy in VAC8-deficient cells. This is at least the effect
for cytosolic proteins, but not sufficient for organelles. The degradation of Pgk1-GFP reaches a WT-like
rate when vac8A vacuoles are the largest under oleic acid conditions.

In addition to our finding that Vac8 is involved in bulk autophagy, we find that it is essential for
the selective autophagic degradation of peroxisomes and ribosomes in S. cerevisiae in a palmitoylation-
dependent manner. Previous work has linked Vac8 specifically to micropexophagy in the methylotrophic
yeast Pichia pastoris [36-38]. It was only required for glucose-induced micropexophagy, but not for
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macropexophagy. Moreover, Vac8 was only required for the degradation of peroxisomes that had been
proliferated by the induction with methanol, but it had no effect on the breakdown of peroxisomes
that had been proliferated with ethanol, amines or oleate. In contrast, we find that Vac8 is essential
for the degradation of oleate-induced peroxisomes by starvation-induced pexophagy in S. cerevisiae.
Because so far macro- and micropexophagy cannot be separated in S. cerevisiae, the corresponding
pexophagy mode is not known. In addition to pexophagy, our finding of a general requirement of
Vac8 for ribophagy as well as the involvement in bulk autophagy show that Vac8 has a central role in
different autophagy pathways in S. cerevisiae. Moreover, we found that pexophagy and ribophagy were
regulated by the palmitoylation of Vac8. Another question could concern the role of the myristoylation
of Vac8. However, the Vac8(G2A) mutant is expected to behave similar to the Vac8(C4/5/7A) mutant, as
suggested by a similar loss of membrane association [5,15].

Our findings concerning the transport of cargoes destined for degradation via different autophagy
pathways fit well to the distinct concepts of the biosynthetic transport pathways. It has been reported
that the transport of the protease Apel via the CVT pathway depends on the presence of Vac8 [5,6].
The CVT pathway shares mechanistic similarities and certain proteinaceous components with the
machinery of selective autophagy [39,40]. Therefore, Vac8 might perform a similar function in the CVT
pathway as in autophagy. We also tested the import and maturation of Vps10-dependent proteases of
the CPY pathway, which is mechanistically not related to autophagy. We found that the transport of
the proteases Pep4 and Cpy1 did not require Vac8. These two proteases are not transported via the
CVT pathway within spherical CVT complex particles but by the membrane-bound trafficking receptor
Vps10 via the carrier vesicles of the early secretory pathway [26]. Therefore, it can be assumed that the
function of Vac8 in the regulation of membrane fusion events is selective for certain cargoes, as it is
required for the autophagy-related CVT pathway, but not required for the uptake of Vpsl0-containing
transport carriers of the CPY pathway.

The sum of the data indicate that major vacuolar membrane dynamics might be required for the
uptake of selective autophagy cargoes (ribophagy, pexophagy) or the cargoes of selective autophagy-like
pathways (CVT), while the uptake of non-autophagic vesicular carriers, as we have demonstrated
for the Vpsl0-dependent CPY transport, is independent of Vac8. Thus, although these different
autophagy pathways exhibit distinct requirements and partially different signaling factors, they seem
to converge at a Vac8-dependent step at the vacuolar membrane or at least share Vac8-dependnet
vacuolar membrane dynamics as a prerequisite for the uptake and degradation of their cargoes.

The morphology of the vacuole is responsive to cellular stress. The changes in vacuolar morphology
are mediated via an alteration in the equilibrium between fission and fusion processes. The hallmark
phenotype of vac8A cells are their fragmented vacuoles. We show that important building blocks for
membrane lipids, namely oleic acid and glycerol, can complement the vac8A vacuolar fusion defect.
The presence of either of these two factors leads to a disappearance of the small fragmented vacuolar
structures, resulting in vacuoles with WT-like appearance. As shown in the fluorescence microscopy
assays for pexophagy, this process is reversible, as the shift from oleate medium to glucose-based
pexophagy media triggers the reappearance of the fragmented phenotype.

Until now, individual membrane lipids have been described to be required for membrane fusion,
like diacylglycerol (DAG), phosphatidic acid, ergosterol as well as several phosphoinositol species [41,42].
They are thought to act as fusion protein docking sites or to define membrane microdomains that are
involved in the priming for the fusion event by organizing the SNARES, Ypt7, HOPS, and actin at the site
of fusion [41,42].

Concerning single fatty acids, it has been reported that the addition of the activated fatty acid
palmitoyl-CoA stimulates the fusion rate of vacuoles in WT cells [43]. Palmitoyl-CoA serves as a
source for the palmitoyl moiety of posttranslationally modified proteins. Several proteins involved in
vacuolar fusion and membrane trafficking are palmitoylated [44]. In line with this, a link between the
synthesis of palmitoyl-CoA and Vac8 has been suggested [16]. The block of fatty acid synthesis in the
conditional mutant of Accl (acetyl-CoA carboxylase 1) results in a loss of Vac8 palmitoylation and



Cells 2019, 8, 661 16 of 18

a vac8A-like phenotype of the vacuolar morphology [16]. Therefore, the general addition of palmic
acid seems to trigger fusion via protein modifications like the palymitoylation of Vac8. In contrast,
Vac8 is not modified by oleic acid, and therefore our finding of a role of oleic acid in vacuolar fusion
requires a different explanation. Oleic acid is the main fatty acid found in membrane lipids such as
glycerophospholipids, where it is esterified as acyl residue to the glycerol part [45]. The addition
of two acyl residues converts glycerol to diacylglycerol (DAG), which can be used for the synthesis
of glycerophospholipids. DAG itself is a fusogenic lipid, because it induces a negative curvature
in lipid bilayers [46,47]. It was shown that DAG can promote the fusion of protein-free liposomes
in vitro [48,49], and therefore it has been suggested that these abilities might also be linked to efficient
vacuole fusion in vivo [50]. Therefore, it can be assumed that the addition of oleic acid or glycerol in
our experiments support the formation of DAGs, which then can bypass the vac8A caused block of
vacuolar fusion.

In summary, we can show that oleic acid and glycerol each can complement the vac8A defect, and
therefore can bypass the Vac8 requirement for vacuolar membrane fusion. Moreover, we describe that
the biogenetic CPY pathway is independent of Vac8, while the degradative autophagic pathways of
bulk autophagy, ribophagy, and pexophagy require Vac8 in S. cerevisiae.

Therefore, our data strongly suggest that the role of Vac8 in orchestrating vacuolar membrane
dynamics is correlated with its function in autophagy.
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7/661/s1.

Author Contributions: Conceptualization, F.B. and H.W.P; data curation, EB., TM., and R.B.; formal analysis, F.B.
and FE.M.; funding acquisition, H.W.P,; investigation, EB., CM.S., C.R., TM,, and R.B.; methodology, F.B. and
C.R;; supervision, H.W.P; validation, F.E.M.; writing—original draft, H.W.P.; Writing—review and editing, T.M.
and R.B.

Funding: This research was funded by grants of the Deutsche Forschungsgemeinschaft (FOR1905) to HWP. CMS
was supported by the Konrad-Adenauer-Stiftung scholarship. FE is thankful for the financial support by the
Ministerium fiir Innovation, Wissenschaft und Forschung des Landes Nordrhein-Westfalen, the Senatsverwaltung
fur Wirtschaft, Technologie und Forschung des Landes Berlin, and the Bundesministerium ftir Bildung und
Forschung. We acknowledge support by the DFG Open Access Publication Funds of the Ruhr-Universitat Bochum.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design of the
study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, or in the decision to
publish the results.

References

1. Li, S.C.; Kane, PM. The yeast lysosome-like vacuole: Endpoint and crossroads. Biochim. Biophys. Acta. 2009,
1793, 650-663. [CrossRef] [PubMed]

2. ElMagraoui, F; Reidick, C.; Meyer, H.E.; Platta, H.W. Autophagy-related deubiquitinating enzymes involved
in health and disease. Cells 2015, 4, 596-621. [CrossRef] [PubMed]

3. Fleckenstein, D.; Rohde, M.; Klionsky, D.J.; Riidiger, M. Yel013p (vac8p), an armadillo repeat protein related
to plakoglobin and importin alpha is associated with the yeast vacuole membrane. J. Cell Sci. 1998, 111,
3109-3118. [PubMed]

4. Pan, X,; Goldfarb, D.S. Yeb3/vac8 encodes a myristylated armadillo protein of the saccharomyces cerevisiae
vacuolar membrane that functions in vacuole fusion and inheritance. J. Cell Sci. 1998, 111, 2137-2147.
[PubMed]

5. Wang, Y.X,; Catlett, N.L.; Weisman, L.S. Vac8p, a vacuolar protein with armadillo repeats, functions in both
vacuole inheritance and protein targeting from the cytoplasm to vacuole. J. Cell Biol. 1998, 140, 1063-1074.
[CrossRef] [PubMed]

6. Scott, S.V.; Nice, D.C.r.; Nau, J.J.; Weisman, L.S.; Kamada, Y.; Keizer-Gunnink, I.; Funakoshi, T.; Veenhuis, M.;
Ohsumi, Y.; Klionsky, D.J. Apg13p and vac8p are part of a complex of phosphoproteins that are required for
cytoplasm to vacuole targeting. J. Biol. Chem. 2000, 275, 25840-25849. [CrossRef]

7. Veit, M.; Laage, R.; Dietrich, L.; Wang, L.; Ungermann, C. Vac8p release from the snare complex and its
palmitoylation are coupled and essential for vacuole fusion. EMBO ]. 2001, 20, 3145-3155. [CrossRef] [PubMed]


http://www.mdpi.com/2073-4409/8/7/661/s1
http://www.mdpi.com/2073-4409/8/7/661/s1
http://dx.doi.org/10.1016/j.bbamcr.2008.08.003
http://www.ncbi.nlm.nih.gov/pubmed/18786576
http://dx.doi.org/10.3390/cells4040596
http://www.ncbi.nlm.nih.gov/pubmed/26445063
http://www.ncbi.nlm.nih.gov/pubmed/9739084
http://www.ncbi.nlm.nih.gov/pubmed/9664035
http://dx.doi.org/10.1083/jcb.140.5.1063
http://www.ncbi.nlm.nih.gov/pubmed/9490720
http://dx.doi.org/10.1074/jbc.M002813200
http://dx.doi.org/10.1093/emboj/20.12.3145
http://www.ncbi.nlm.nih.gov/pubmed/11406591

Cells 2019, 8, 661 17 of 18

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

Jeong, H.; Park, J.; Kim, H.I,; Lee, M.; Ko, YJ.; Lee, S;; Jun, Y.; Lee, C. Mechanistic insight into the
nucleus-vacuole junction based on the vac8p-nvjlp crystal structure. Proc. Natl. Acad. Sci. USA 2017, 114,
E4539-E4548. [CrossRef] [PubMed]

Wang, Y.X.; Kauffman, E.J.; Duex, J.E.; Weisman, L.S. Fusion of docked membranes requires the armadillo
repeat protein vac8p. J. Biol. Chem. 2001, 276, 35133-35140. [CrossRef]

Tang, F; Kauffman, E.J.; Novak, ]J.L.; Nau, J.J.; Catlett, N.L.; Weisman, L.S. Regulated degradation of a class v
myosin receptor directs movement of the yeast vacuole. Nature 2003, 422, 87-92. [CrossRef]

Pan, X.; Roberts, P; Chen, Y.; Kvam, E.; Shulga, N.; Huang, K.; Lemmon, S.; Goldfarb, D.S. Nucleus-vacuole
junctions in saccharomyces cerevisiae are formed through the direct interaction of vac8p with nvjlp. Mol. Biol. Cell.
2000, 11, 2445-2457. [CrossRef]

Hou, H,; Subramanian, K.; LaGrassa, T.].; Markgraf, D.; Dietrich, L.E.; Urban, J.; Decker, N.; Ungermann, C.
The dhhc protein pfa3 affects vacuole-associated palmitoylation of the fusion factor vac8. Proc. Natl. Acad.
Sci. USA 2005, 102, 17366-17371. [CrossRef] [PubMed]

Nadolski, M.J.; Linder, M.E. Molecular recognition of the palmitoylation substrate vac8 by its palmitoyltransferase
pfa3. . Biol. Chem. 2009, 284, 17720-17730. [CrossRef]

Peng, Y.; Tang, FE; Weisman, L.S. Palmitoylation plays a role in targeting vac8p to specific membrane
subdomains. Traffic 2006, 7, 1378-1387. [CrossRef] [PubMed]

Subramanian, K.; Dietrich, L.E.; Hou, H.; LaGrassa, T.J.; Meiringer, C.T.; Ungermann, C. Palmitoylation
determines the function of vac8 at the yeast vacuole. J. Cell Sci. 2006, 119, 2477-2485. [CrossRef]

Schneiter, R.; Guerra, C.E.; Lampl, M.; Tatzer, V.; Zellnig, G.; Klein, H.L.; Kohlwein, S.D. A novel cold-sensitive
allele of the rate-limiting enzyme of fatty acid synthesis, acetyl coenzyme a carboxylase, affects the morphology
of the yeast vacuole through acylation of vac8p. Mol. Cell. Biol. 2000, 20, 2984-2995. [CrossRef] [PubMed]
Brachmann, C.B.; Davies, A.; Cost, G.J.; Caputo, E.; Li, ].; Hieter, P; Boeke, ].D. Designer deletion strains
derived from saccharomyces cerevisiae s288c: A useful set of strains and plasmids for pcr-mediated gene
disruption and other applications. Yeast 1998, 14, 115-132. [CrossRef] [PubMed]

Erdmann, R.; Veenhuis, M.; Mertens, D.; Kunau, W.-H. Isolation of peroxisome-deficient mutants of
saccharomyces cerevisiae. Proc. Natl. Acad. Sci. USA 1989, 86, 5419-5423. [CrossRef] [PubMed]

Welter, E.; Thumm, M.; Krick, R. Quantification of nonselective bulk autophagy in s. Cerevisiae using
pgkl-gfp. Autophagy 2010, 6, 794-797. [CrossRef] [PubMed]

Mason, D.A.; Shulga, N.; Undavai, S.; Ferrando-May, E.; Rexach, M.F.; Goldfarb, D.S. Increased nuclear
envelope permeability and pep4p-dependent degradation of nucleoporins during hydrogen peroxide-induced
cell death. FEMS Yeast Res. 2005, 12, 1237-1251. [CrossRef]

Klionsky, D.J.; Abdelmohsen, K.; Abe, A.; Abedin, M.].; Abeliovich, H.; Acevedo Arozena, A.; Adachi, H.;
Adams, CM.; Adams, P.D.; Adeli, K,; et al. Guidelines for the use and interpretation of assays for monitoring
autophagy (3rd edition). Autophagy 2016, 12, 1-222. [CrossRef] [PubMed]

Platta, HW.,; Girzalsky, W.; Erdmann, R. Ubiquitination of the peroxisomal import receptor pex5p. Biochem. ].
2004, 384, 37-45. [CrossRef] [PubMed]

Kerssen, D.; Hambruch, E.; Klaas, W.; Platta, H.W.; de Kruijff, B.; Erdmann, R.; Kunau, W.H.; Schliebs, W.
Membrane association of the cycling peroxisome import receptor pex5p. J. Biol. Chem. 2006, 281, 27003-27015.
[CrossRef] [PubMed]

El Magraoui, F; Brinkmeier, R.; Mastalski, T.; Hupperich, A.; Strehl, C.; Schwerter, D.; Girzalsky, W.;
Meyer, H.E.; Warscheid, B.; Erdmann, R.; et al. The deubiquitination of the ptsl-import receptor pex5p is
required for peroxisomal matrix protein import. Biochim. Biophys. Acta Mol. Cell Res. 2019, 1866, 199-213.
[CrossRef] [PubMed]

Harding, T.M.; Morano, K.A.; Scott, S.V.; Klionsky, D.J. Isolation and characterization of yeast mutants in the
cytoplasm to vacuole protein targeting pathway. J. Cell Biol. 1995, 131, 591-602. [CrossRef] [PubMed]
Hecht, K.A.; O'Donnell, A.E; Brodsky, J.L. The proteolytic landscape of the yeast vacuole. Cell. Logist. 2014,
4,e28023. [CrossRef]

Wolff, AM.; Din, N.; Petersen, J].G. Vacuolar and extracellular maturation of saccharomyces cerevisiae
proteinase a. Yeast 1996, 12, 823-832. [CrossRef]

Serensen, S.O.; van den Hazel, H.B.; Kielland-Brandt, M.C.; Winther, ].R. Ph-dependent processing of yeast
procarboxypeptidase y by proteinase a in vivo and in vitro. Eur. J. Biochem. 1994, 220, 19-27. [CrossRef]
[PubMed]


http://dx.doi.org/10.1073/pnas.1701030114
http://www.ncbi.nlm.nih.gov/pubmed/28533415
http://dx.doi.org/10.1074/jbc.M103937200
http://dx.doi.org/10.1038/nature01453
http://dx.doi.org/10.1091/mbc.11.7.2445
http://dx.doi.org/10.1073/pnas.0508885102
http://www.ncbi.nlm.nih.gov/pubmed/16301533
http://dx.doi.org/10.1074/jbc.M109.005447
http://dx.doi.org/10.1111/j.1600-0854.2006.00472.x
http://www.ncbi.nlm.nih.gov/pubmed/16978392
http://dx.doi.org/10.1242/jcs.02972
http://dx.doi.org/10.1128/MCB.20.9.2984-2995.2000
http://www.ncbi.nlm.nih.gov/pubmed/10757783
http://dx.doi.org/10.1002/(SICI)1097-0061(19980130)14:2&lt;115::AID-YEA204&gt;3.0.CO;2-2
http://www.ncbi.nlm.nih.gov/pubmed/9483801
http://dx.doi.org/10.1073/pnas.86.14.5419
http://www.ncbi.nlm.nih.gov/pubmed/2568633
http://dx.doi.org/10.4161/auto.6.6.12348
http://www.ncbi.nlm.nih.gov/pubmed/20523132
http://dx.doi.org/10.1016/j.femsyr.2005.07.008
http://dx.doi.org/10.1080/15548627.2015.1100356
http://www.ncbi.nlm.nih.gov/pubmed/26799652
http://dx.doi.org/10.1042/BJ20040572
http://www.ncbi.nlm.nih.gov/pubmed/15283676
http://dx.doi.org/10.1074/jbc.M509257200
http://www.ncbi.nlm.nih.gov/pubmed/16849337
http://dx.doi.org/10.1016/j.bbamcr.2018.11.002
http://www.ncbi.nlm.nih.gov/pubmed/30408545
http://dx.doi.org/10.1083/jcb.131.3.591
http://www.ncbi.nlm.nih.gov/pubmed/7593182
http://dx.doi.org/10.4161/cl.28023
http://dx.doi.org/10.1002/(SICI)1097-0061(199607)12:9&lt;823::AID-YEA975&gt;3.0.CO;2-J
http://dx.doi.org/10.1111/j.1432-1033.1994.tb18594.x
http://www.ncbi.nlm.nih.gov/pubmed/8119286

Cells 2019, 8, 661 18 of 18

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

Nelson, H.; Mandiyan, S.; Nelson, N. A conserved gene encoding the 57-kda subunit of the yeast vacuolar
h+-atpase. J. Biol. Chem. 1989, 264, 1775-1778. [PubMed]

Boutouja, F; Stiehm, C.M.; Platta, H.W. Mtor: A cellular regulator interface in health and disease. Cells 2019,
8, 18. [CrossRef] [PubMed]

Heitman, J.; Movva, N.R; Hall, M.N. Targets for cell cycle arrest by the immunosuppressant rapamycin in
yeast. Science 1991, 253, 905-909. [CrossRef] [PubMed]

Cheong, H.; Yorimitsu, T.; Reggiori, F.; Legakis, J.E.; Wang, C.W,; Klionsky, D.J. Atgl7 regulates the magnitude
of the autophagic response. Mol. Biol. Cell 2005, 16, 3438-3453. [CrossRef] [PubMed]

Grimm, I; Saffian, D.; Platta, H.W.; Erdmann, R. The aaa-type atpases pexlp and pex6p and their role in
peroxisomal matrix protein import in saccharomyces cerevisiae. Biochim. Biophys. Acta 2012, 1823, 150-158.
[CrossRef] [PubMed]

Platta, HW.; Brinkmeier, R.; Reidick, C.; Galiani, S.; Clausen, M.P.; Eggeling, C. Regulation of peroxisomal
matrix protein import by ubiquitination. Biochim. Biophys. Acta 2016, 1863, 838-849. [CrossRef] [PubMed]
Noda, T.; Klionsky, D.J. The quantitative pho8delta60 assay of nonspecific autophagy. Methods Enzymol.
2008, 451, 33-42. [PubMed]

Chang, T.; Schroder, L.A.; Thomson, ].M.; Klocman, A.S.; Tomasini, A.J.; Stremhaug, P.E.; Dunn, W.A.J.
Ppatg9 encodes a novel membrane protein that traffics to vacuolar membranes, which sequester peroxisomes
during pexophagy in pichia pastoris. Mol. Biol. Cell. 2005, 16, 4941-4953. [CrossRef]

Fry, M.R,; Thomson, ].M.; Tomasini, A.].; Dunn, W.A.J. Early and late molecular events of glucose-induced
pexophagy in pichia pastoris require vac8. Autophagy 2006, 2, 280-288. [CrossRef] [PubMed]

Nazarko, T.Y,; Polupanov, A.S.; Manjithaya, R.R.; Subramani, S.; Sibirny, A.A. The requirement of sterol glucoside
for pexophagy in yeast is dependent on the species and nature of peroxisome inducers. Mol. Biol. Cell. 2007, 18,
106-118. [CrossRef]

Hutchins, M.U.; Veenhuis, M.; Klionsky, D.]. Peroxisome degradation in saccharomyces cerevisiae is
dependent on machinery of macroautophagy and the cvt pathway. J. Cell Sci. 1999, 112, 4079-4087.

Lang, T; Reiche, S.; Straub, M.; Bredschneider, M.; Thumm, M. Autophagy and the cvt pathway both depend
on aut9. J. Bacteriol. 2000, 182, 2125-2133. [CrossRef]

Wickner, W. Membrane fusion: Five lipids, four snares, three chaperones, two nucleotides, and a rab, all
dancing in a ring on yeast vacuoles. Annu. Rev. Cell Dev. Biol. 2010, 26, 115-136. [CrossRef]

Starr, M.L.; Fratti, R.A. The participation of regulatory lipids in vacuole homotypic fusion. Trends Biochem. Sci.
2018. [CrossRef]

Haas, A.; Wickner, W. Homotypic vacuole fusion requires sec17p (yeast alpha-snap) and sec18p (yeast nsf).
EMBO J. 1996, 15, 3296-3305. [CrossRef]

Meiringer, C.T.; Ungermann, C. Probing protein palmitoylation at the yeast vacuole. Methods 2006, 40,
171-176. [CrossRef]

Wagner, S.; Paltauf, F. Generation of glycerophospholipid molecular species in the yeast saccharomyces
cerevisiae. Fatty acid pattern of phospholipid classes and selective acyl turnover at sn-1 and sn-2 positions.
Yeast 1994, 10, 1429-1437. [CrossRef]

Das, S.; Rand, R.P. Diacylglycerol causes major structural transitions in phospholipid bilayer membranes.
Biochem. Biophys. Res. Commun. 1984, 124, 491-496. [CrossRef]

Seddon, .M. An inverse face-centered cubic phase formed by diacylglycerol-phosphatidylcholine mixtures.
Biochemistry (Mosc). 1990, 29, 7997-8002. [CrossRef]

Sanchez-Migallon, M.P,; Aranda, FJ.; Gémez-Fernandez, ].C. The dissimilar effect of diacylglycerols on
ca(2+)-induced phosphatidylserine vesicle fusion. Biophys J. 1995, 68, 558-566. [CrossRef]

Villar, A.V.; Alonso, A.; Gofii, EM. Leaky vesicle fusion induced by phosphatidylinositol-specific phospholipase
¢: Observation of mixing of vesicular inner monolayers. Biochemistry 2000, 39, 14012-14018. [CrossRef] [PubMed]
Miner, G.E; Starr, M.L.; Hurst, L.R.; Fratti, R.A. Deleting the dag kinase dgkl augments yeast vacuole fusion
through increased ypt7 activity and altered membrane fluidity. Traffic 2017, 18, 315-329. [CrossRef]

® © 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
@ article distributed under the terms and conditions of the Creative Commons Attribution

(CC BY) license (http://creativecommons.org/licenses/by/4.0/).


http://www.ncbi.nlm.nih.gov/pubmed/2521486
http://dx.doi.org/10.3390/cells8010018
http://www.ncbi.nlm.nih.gov/pubmed/30609721
http://dx.doi.org/10.1126/science.1715094
http://www.ncbi.nlm.nih.gov/pubmed/1715094
http://dx.doi.org/10.1091/mbc.e04-10-0894
http://www.ncbi.nlm.nih.gov/pubmed/15901835
http://dx.doi.org/10.1016/j.bbamcr.2011.09.005
http://www.ncbi.nlm.nih.gov/pubmed/21963882
http://dx.doi.org/10.1016/j.bbamcr.2015.09.010
http://www.ncbi.nlm.nih.gov/pubmed/26367801
http://www.ncbi.nlm.nih.gov/pubmed/19185711
http://dx.doi.org/10.1091/mbc.e05-02-0143
http://dx.doi.org/10.4161/auto.3164
http://www.ncbi.nlm.nih.gov/pubmed/16921262
http://dx.doi.org/10.1091/mbc.e06-06-0554
http://dx.doi.org/10.1128/JB.182.8.2125-2133.2000
http://dx.doi.org/10.1146/annurev-cellbio-100109-104131
http://dx.doi.org/10.1016/j.tibs.2018.12.003
http://dx.doi.org/10.1002/j.1460-2075.1996.tb00694.x
http://dx.doi.org/10.1016/j.ymeth.2006.06.020
http://dx.doi.org/10.1002/yea.320101106
http://dx.doi.org/10.1016/0006-291X(84)91580-8
http://dx.doi.org/10.1021/bi00486a031
http://dx.doi.org/10.1016/S0006-3495(95)80217-1
http://dx.doi.org/10.1021/bi992515c
http://www.ncbi.nlm.nih.gov/pubmed/11087348
http://dx.doi.org/10.1111/tra.12479
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Yeast Strains and Culture Conditions 
	Plasmids 
	Bulk Autophagy Assay 
	Pexophagy Assay 
	Ribophagy Assay 
	Immunodetection 
	Fluorescence Microscopy 
	Statistical Analysis 

	Results 
	The Biosynthetic Transport via the Carboxy-Peptidase Y (CPY) Pathway Occurs in vac8 Cells 
	Vac8 Is Required for Efficient Bulk Autophagy of the Cytosolic Protein Pgk1 
	Vac8 is Essential for Pexophagy in S. cerevisiae 
	Vac8 Is Essential for Ribophagy 
	Palymitoylation of Vac8 Controls Pexophagy and Ribophagy 
	The Vacuolar Fusion-Defect of Glucose-Grown vac8 Cells Can Be Complemented by Oleic Acid and Glycerol 
	The Defect of Peroxisome Degradation in vac8 Cells Can Be Complemented by Oleic Acid and Glycerol 

	Discussion 
	References

