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Abstract: Amyotrophic lateral sclerosis (ALS) is a complex neurodegenerative disease that results
in the loss of motor neurons and can occur sporadically or due to genetic mutations. Among the
30 genes linked to familial ALS, a P56S mutation in VAPB, an ER-resident protein that functions at
membrane contact sites, causes ALS type 8. Mammalian cells expressing VAPBP?S have distinctive
phenotypes, including ER collapse, protein and/or membrane-containing inclusions, and sensitivity
to ER stress. VAPB is conserved through evolution and has two homologs in budding yeast, SCS2 and
SCS22. Previously, a humanized version of SCS2 bearing disease-linked mutations was described,
and it caused Scs2-containing inclusions when overexpressed in yeast. Here, we describe a yeast
model for ALS8 in which the two SCS genes are deleted and replaced with a single chromosomal copy
of either wild-type or mutant yeast SCS2 or human VAPB expressed from the SCS2 promoter. These
cells display ER collapse, the formation of inclusion-like structures, and sensitivity to tunicamycin,
an ER stress-inducing drug. Based on the phenotypic similarity to mammalian cells expressing
VAPBP?%5, we propose that these models can be used to study the molecular basis of cell death or
dysfunction in ALS8. Moreover, other conserved ALS-linked genes may create opportunities for the
generation of yeast models of disease.

Keywords: amyotrophic lateral sclerosis; ALS; ALSS; endoplasmic reticulum; membrane contact site;
neurodegeneration; Saccharomyces cerevisiae; VAPB; yeast

1. Introduction

Neurodegenerative disorders comprise the set of diseases in humans that result in
the loss of central and/or peripheral nervous system function due to neuronal death.
Oftentimes, neurodegenerative diseases selectively affect neurons in specific brain regions,
leading to symptoms characteristic of Parkinson’s disease (substantia nigra), Huntington’s
disease (striatum), Alzheimer’s disease (hippocampus) and amyotrophic lateral sclerosis
(motor cortex), among others. Both genetic and environmental factors can contribute to
neurodegeneration, leading to numerous mechanisms for neuronal death that are not
fully understood.

Amyotrophic lateral sclerosis (ALS) is a particularly complex neurodegenerative dis-
ease, in which upwards of 30 genes have been linked to motor neuron death, leading to
muscle weakness and loss of voluntary movement [1-3]. Mutations in these genes lead
to familial ALS, which constitutes only ~10% of the total cases; the remaining ~90% are
idiopathic in nature and referred to as sporadic ALS. Genes linked to ALS have been impli-
cated in a variety of functions, including RNA processing, transport and stabilization [4-6],
mitochondrial function [7-9], protein and membrane traffic, nuclear function [10,11], ER
stress and protein quality control [1,12-16]. Thus, it appears that motor neuron death
in ALS may occur for numerous reasons. Interestingly, cells isolated from sporadic ALS
patients often show phenotypes that are similar to those seen in familial cases, suggesting
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the possibility of mechanistic similarities for cellular dysfunction and neurodegeneration in
sporadic and familial ALS [17]. Although familial ALS comprises only a small proportion
of the total cases, these phenotypic similarities suggest that mechanistic studies of neu-
rodegeneration based on the genetic causes of ALS can offer broader insights into motor
neuron loss. Advances in therapeutic development based on familial ALS might improve
outcomes and quality of life for larger groups of patients. Developing genetically tractable
models to study cellular dysfunction, toxicity and the molecular mechanisms of motor
neuron death is thus a high priority in the ALS field.

Our interest in understanding the cellular basis of neurodegeneration arises from
prior studies of vesicular-associated membrane protein (VAMP)-associated protein B VAPB
and its closely related isoform, VAPA [18]. VAPs were originally identified as proteins
with predicted similarity to the VAMP family of v-SNAREs involved in vesicle fusion,
bearing a C-terminal transmembrane domain and a cytoplasmic coiled-coil region typical
of SNARESs [19,20]. They additionally possess an N-terminal major sperm protein (MSP)
domain that binds to proteins with an FFAT (two phenylalanines in an acidic tract) motif,
including oxysterol-binding protein (OSBP), OSBP-related proteins (ORPs) and ceramide
transfer protein (CERT), involved in nonvesicular lipid shuttling [21-23]. Both VAPA and
VAPB localize to the endoplasmic reticulum (ER) and are major proteins at membrane
contact sites between the ER and numerous organelles, such as the plasma membrane (PM),
endosomes, Golgi complex and mitochondria [24-27].

A P565 mutation within the MSP domain of VAPB was originally identified as the
causative mutation in a Brazilian family with autosomal dominant ALS type 8 (ALSS) [28].
VAPBPS%S is predicted to alter the folding and stability of the MSP domain, and biochemical
analyses revealed that the mutant protein is unstable and aggregate-prone [28-30]. Accord-
ingly, VAPBP causes ER collapse and the formation of inclusions that may or may not
contain other ER-resident proteins depending on the study and/or the cell line used [18,31].
Evidence suggests that mutant VAPB'S acts in a dominant-negative manner, perhaps by
sequestering wild-type VAPA and VAPB into inclusions [13,31,32]. In addition to altering
ER morphology, the expression of VAPB® in mammalian cells impairs the anterograde
transport of transmembrane proteins from the ER to the Golgi, likely by impeding their
lateral diffusion and incorporation into ER exit sites [18]. A deficit in cargo exit could result
in ER stress and may also impact motor neuron function or survival by reducing the axonal
transport of proteins that act at synapses, including cell surface receptors that play trophic
roles. Alternatively, VAPB may be processed by proteolysis, and a secreted form has been
suggested to play trophic roles by binding to Eph receptors [33].

VAPBPS may also lead to toxic effects by modifying the unfolded protein response
(UPR), which is activated during ER stress [12-14]. When misfolded proteins accumulate
in the ER, UPR activation pauses translation and increases the activity of chaperones
to assist with protein folding. The UPR consists of three signaling pathways that are
activated in the presence of unfolded proteins. First, protein kinase R (PKR)-like ER
kinase (PERK) phosphorylates elF2« to block translation and increase the expression of
activating transcription factor 4 (ATF4) [34,35]. Second, inositol-requiring enzyme 1 (IRE1)
dimerizes, leading to the splicing of a 26-nucleotide intron from the mRNA of the stress-
responsive transcription factor X-box binding protein 1 (XBP1), yielding a spliced form
(XBP1s) [36]. Finally, ATF6 is a transmembrane protein that translocates from the ER to the
Golgi during ER stress, where it undergoes proteolytic cleavage to release a cytoplasmic
N-terminal region that translocates to the nucleus [37]. ATF4, XBP1s and the soluble N-
terminal fragment of ATF6 then act as transcription factors that upregulate UPR target
genes. Previous studies showed that the overexpression of wild-type or P565S mutant
VAPB attenuated the ATF6 branch of the UPR [12]. In contrast, the overexpression of
VAPBWT activates the IRE1/XBP1 branch of the UPR, while VAPB®S does not [13,14].
Taken together, ER collapse, protein misfolding/aggregation and the aberrant regulation
of ER stress responses may each contribute to motor neuron death in ALSS, although the
precise mechanisms governing this process are not fully understood.
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The budding yeast Saccharomyces cerevisiae is a powerful model organism for the study
of many conserved aspects of cellular function. Yeast have two homologs of mammalian
VAP genes, known as SCS2 and SCS22, that also reside in the ER and play prominent
roles in regulating membrane contact sites and ER stress responses [24,25]. Initial studies
suggested that the Scs2™!'S mutant, which is analogous to VAPB™5, remained functional
in yeast [22]. However, additional humanizing mutations (Scs2P445 P51S or Scs2P515, P585)
caused the protein to accumulate in perinuclear inclusion-like structures, similar to those
seen in mammalian cells expressing VAPBI®S, and resulted in loss-of-function phenotypes
including inositol auxotrophy when expressed in scs2A cells [38]. In this study, we generate
yeast models to study ALS8 by deleting SCS2 and SCS22 to ablate their function and re-
introducing a single chromosomal copy of wild-type or ALS8-linked alleles of either yeast
SCS2 or human VAPB. While scs2A scs22A cells show ER collapse and stress sensitivity,
similar to mammalian cells expressing VAPBT%5, we find that wild-type Scs2 or VAPB
ameliorates these phenotypes, whereas mutant Scs2P1S P85 or VAPBT®6S is less effective or
ineffective. Based on our findings, we propose that these yeast models may yield insights
into the cellular basis of toxicity arising from ALS8-linked mutations. Moreover, the genetic
tractability of yeast can provide opportunities to identify conserved genes that suppress
disease-related phenotypes, which may thus represent therapeutic targets.

2. Materials and Methods
2.1. Yeast Strains, Growth Conditions, and Reagents

Yeast strains used in this study are listed in Table 1. All strains were derived from W303
(MATa leu2-3,112 trp1-1 can1-100 ura3-1 his3-11,15) as the wild-type (WT) parental strain.
Cells were cultured in yeast extract/peptone/dextrose (YPD) medium or on defined yeast
nitrogen base (YNB) medium containing ammonium sulfate and 2% (w/v) glucose. YNB
medium was supplemented with histidine, leucine, tryptophan, uracil, lysine, methionine
and adenine (YNB complete), while individual amino acids or bases were omitted from
the medium for the selection of transformed plasmids. Unless otherwise stated, cells
were grown at 30 °C on sterile YPD or YNB plates containing 2% (w/v) agar in a gravity
convection incubator (VWR, Radnor, USA), or in liquid medium using an orbital shaking
incubator at 250 rpm (MaxQ™ 8000, Thermo Fisher Scientific, Waltham, MA, USA).

Table 1. Yeast strains used in this study.

Strain Genotype Source
w303 ! MATa leu2-3,112 trp1-1 can1-100 ura3-1 his3-11,15 Laboratory strain
DPY2271 MATu leu2-3,112::LEU2 This study
DPY2275 MATa leu2-3,112::LEU2 Sec61-GFP::HIS3 This study
DPY2287 MATa scs2:KANMXG6 leu2-3,112::LEU2 Sec61-GFP::HIS3 This study
DPY2290 MATa scs22::HPHMX4 leu2-3,112::LEU2 This study
DPY?2295 MATa scs22::HPHMX4 leu2-3,112::LEU2 Sec61-GFP::HIS3 This study
DPY2298 MATa scs2::KANMX6 scs22::HPHMX4 leu2-3,112::LEU2 This study
MATu scs2::KANMXG6 scs22::HPHMX4 leu2-3,112::LEU2 .
DPY2301 Sec61-GEP-HIS3 This study
DPY2309 MATu scs2::KANMX6 scs22::HPHMX4 leu2:5SCS2::LEU2 This study
MATa scs2::KANMX6 scs22::HPHMX4 leu2:SCS2::LEU2 .
DPY2311 Sec61-GEP-HIS3 This study
MATa scs2::KANMXG6 scs22::HPHM X4 .
DPY2317 ZEMZ.'SCSZP“EIS’ P58S LEUZ ThlS study
MATa scs2::KANMX6 scs22::HPHM X4 .
DPY2319 1112:5052P515, P58S . EUI2 Sec61-GEP:HIS3 This study
DPY2339 MATu scs2::KANMXG6 leu2-3,112::LEU2 This study
MATa scs2:KANMX6 scs22::HPHMX4 leu2:hsVAPB::LEU2 .
DPY2822 Sec61-GEP-HIS3 This study
MATa scs2::KANMX6 scs22::HPHMX4 .
DPY2823 1021 VAPBPS6S :LEU2 Sec61-GFP::HIS3 This study
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Table 1. Cont.
Strain Genotype Source
DPY2854 MATa scs2::KANMXG6 scs22::HPHMX4 leu2:hsVAPB::LEU?2 This study
DPY2855 %?Z;;ﬁ;ff;‘gﬁggg“zz"lﬂ HMX4 This study
N
DPY2953 %ﬁf njgﬁ:f:{jﬁéf}{\é[éﬂ%{;{j—3,1]2::LE U2 Sec61-GFP::HIS3 This study
DPY2954 %ﬁf njgﬁigﬁPi]}lXﬁi 512-3,112::LE U2 Sec61-GFP::HIS3 This study
DPY2955 MATa scs2:KANMXG6 scs22::HPHMX4 leu2-3,112::LEU2 This study

Sec61-GFP::HIS3 Rtn1-mScarlet1::NATMX4
MATa scs2::KANMXG6 scs22::HPHMX4 leu2:SCS2::LEU2 .
DPY2956 o 61-GFP::HIS3 Rtn-mScarlet1:NATMX4 This study
MATa scs2::KANMX6 scs22::HPHMX4
DPY2957  leu2:scs2P>15 P58S . FU2 Sec61-GFP::HIS3 This study
Rtnl-mScarletl:NATMX4
MATa scs2::KANMX6 scs22::HPHMX4 leu2:hsVAPB::LEU?2 .
DPY2958 o, 61-GFP~HIS3 Rtnl-mScarlet]:NATMX4 This study
MATa scs2::KANMX6 scs22::HPHMX4
DPY2959 leu2:hsVAPBP%%S :LEU?2 Sec61-GFP::HIS3 This study

Rtnl-mScarlet1::NATMX4

1 All strains used in this study were derived from W303 as the parental wild-type strain.

Gene deletions and C-terminal tagging with fluorescent proteins at endogenous gene
loci were performed using PCR-based integration methods, as described previously [39,40].
Transformation of plasmids or PCR-based integrating cassettes was performed using the
lithium acetate method [41], with the selection of transformants on appropriate YNB plates
or on YPD plates supplemented with G418, nourseothricin or hygromycin B.

Unless otherwise stated, all reagents were purchased from Fisher Scientific or Sigma
Aldrich (St. Louis, MO, USA).

2.2. Plasmids

Plasmids used in this study are listed in Table 2. The SCS2 coding sequence, along with
500 bp of upstream and downstream sequences containing the Pgcs; promoter and Tscs;
terminator, respectively, was amplified by PCR using genomic DNA isolated from SEY6210
(MATw leu2-3,112 ura3-52 his3-A200 trp1-A901 lys2-801 suc2-A9) as a template and cloned
into pRS413 (CEN HIS3) by homologous recombination in WT yeast. Primers were designed
to contain sequences homologous to the multiple cloning site of pRS413 at the ends of the
SCS2 PCR product. scs?15 P55 was generated by site-directed mutagenesis and cloned
into pRS413 as described for SCS2WT. To generate integrating plasmids, inserts containing
SCS2 or scs2P215: P985 glong with their promoter and terminator sequences were excised by
digestion with Notl and Sall (New England Biolabs, Ipswich, MA, USA) and subcloned
into the Notl and Sall sites of pRS405 (LEU2). To facilitate downstream detection of the
scs2P215, P58S glele, we included silent mutations that created a new Pvul site proximal to
the P51 residue and a new Nhel site proximal to the P58 residue (Supplementary File S1).

Human VAPB and VAPB™® cloned into pFLAG-CMV?2 were kindly provided by
Dr. Johnny K. Ngsee (University of Ottawa) [18]. These were used as templates for PCR
amplification and subcloning into pRS416 (CEN URA3). Briefly, three fragments consisting
of (1) 500 bp of yeast genomic DNA immediately upstream of the SCS2 start codon;
(2) the coding sequence of human VAPB or VAPBP?%S; and (3) 500 bp of yeast genomic
DNA immediately downstream of the SCS2 stop codon were amplified by PCR using
primers that created an overlap between each adjacent fragment or between the SCS2
untranslated regions and the multiple cloning site of pRS416 [42]. The three fragments
were assembled and cloned into pRS416 by homologous recombination in WT yeast. To
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generate integrating plasmids, inserts containing WT or mutant Pgcsy-VAPB-Tscs, were
subcloned into the NotI and Sall sites of pRS405, as described above for SCS2 [42]. The Scs2
and VAPB plasmids were confirmed by Sanger sequencing, and the coding sequences used
are listed in Supplementary File S1.

Table 2. Plasmids used in this study.

Plasmid Description Source
pRS405 LEU? integrating plasmid [42]
pRS413 CEN HIS3 empty vector [42]
pRS416 CEN URA3 empty vector [42]
pDP0558 5CS2.413 [CEN HIS3] This study
pDP0559 scs2P515, P58S 413 [CEN HIS3] This study
pDP0562 SCS2.405 [LEU2] This study
pDP0563 scs2P515, P58S 405 [LEU2] This study
pDP0900 Pgcsp-hsVAPBWT-Tgg,.416 [CEN URA3] This study
pDP0901 Pgcgr-hsVAPBPY9S_Tgrg,.416 [CEN URA3] This study
pDP0911 Pgcsp-hsVAPBWT-Tg(s,.405 [LEU2] This study
pDP0912 Pgcgp-hsVAPBP9655 Tg ¢, 405 [LEU2] This study
pHDEL pRS416.DsRed-HDEL [CEN URA3] [43]

Genomic integration of empty pRS405 or pRS405 plasmids containing SCS2 or VAPB
sequences into the LEU2 5 untranslated region was performed by linearizing each plasmid
with Narl (New England Biolabs), transforming them into yeast strains as described above
and selecting them on YNB-Leu medium.

2.3. Plate-Based Growth Assays

To assess the sensitivity of the yeast strains to ER stress, plate-based growth assays were
performed in which equivalent volumes of serially diluted cells grown to the mid-logarithmic
phase were plated on YNB complete medium with increasing concentrations of tunicamycin
(Abcam, Cambridge, UK). Briefly, cells were inoculated in YNB complete medium and grown
overnight at 30 °C in a shaking incubator. Culture densities were measured using a Genesys
10 s Vis spectrophotometer (Thermo Fisher Scientific, Waltham, MA, USA); cells were diluted
to a density of 0.4 ODgpp/mL in YNB complete medium, and growth was monitored until
cells reached the mid-logarithmic phase (0.6-0.8 ODgg/mL). Cells were then diluted to a
starting volume of 1.0 ODg(p/mL and subjected to a five-fold serial dilution series (1:5, 1:25
and 1:125). Equal volumes of each dilution were transferred into a 32-well pinning replicator
plate (Dan-Kar Corp., Woburn, MA, USA), and a matched pronging device was used to spot
cells onto triplicate YNB complete plates with 0, 0.1875, 0.25, 0.375 or 0.5 ug/mL tunicamycin
(Abcam product ab120296, MW = 844.95 g/mol) diluted from a 5 mg/mL stock dissolved in
DMSO. Plates were grown at 30 °C for 4-6 days prior to imaging with a FluorChem M gel
documentation system (Bio-Techne, Minneapolis, MN, USA).

2.4. Kinetic Growth Assays

To assess the kinetics of growth in WT and mutant yeast strains, we established a
liquid culture-based assay for cells grown in a 48-well dish. Cells were inoculated in YNB
complete medium and grown for approximately 24 h in a 30 °C shaking incubator. Culture
densities were measured using a 10 s Vis spectrophotometer, and cells were diluted to a
starting density of 1.0 ODgy/mL. For each strain tested, a series of seven wells in a 48-well
dish were prepared with 500 uL of YNB complete medium supplemented with 0, 0.125,
0.25,0.375, 0.5, 0.75 and 1 pg/mL tunicamycin diluted from a 5 mg/mL stock dissolved in
DMSO. To each well, 30 pL of diluted cells were added, and the plate was transferred to
a SpectraMax i3x multi-mode plate reader controlled by the SoftMax Pro v7.1.0 software
(Molecular Devices, San Jose, CA, USA). Each plate additionally contained a blank well
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with 500 pL of YNB complete medium, but without cells. Growth kinetics were monitored
by reading ODg values every 15 min for 16 h, with continuous shaking between reads.

Raw data from each experiment were exported to Microsoft Excel and processed as
follows. First, absorbance from the blank well was subtracted from each experimental
well. Subsequently, absorbance in each well was normalized to the same starting density
of 0.056604 ODg/mL based on the dilution of 30 uL of cells at 1.0 ODggy/mL into a final
volume of 530 uL, and this normalization was used to create a correction factor that was
applied to all time points for the well. Growth curves were then plotted using Prism version
7.0d (GraphPad, San Diego, CA, USA).

From these processed results, we estimated the ICs( of tunicamycin in WT and mutant
strains by normalizing the relative growth at 12 h for strains in each drug concentration
to the same cells grown in the absence of tunicamycin, since not all cells had reached the
stationary phase at that time point. Using these data, we plotted a dose-response curve
fitted on the mean of five independent trials based on the log[inhibitor] versus normalized
response (variable slope) model in Prism 7.0d, and we determined the ICs from this model.
We also used the normalized data from the same trials to compare growth in 0.5 ug/mL
tunicamycin at 12 h relative to no drug between WT and mutant strains.

2.5. Fluorescence Microscopy and Image Processing

All fluorescence microscopy experiments were performed using a DMi8 inverted flu-
orescence microscope (Leica Microsystems, Wetzlar, Germany) equipped with a 100x, 1.47
numerical aperture (NA) Plan-Apochromat oil immersion lens, a Flash 4.0 v3 sCMOS cam-
era (Hamamatsu, Shizuoka, Japan), an LED3 fluorescence illumination system, 488 nm and
561 nm lasers, a W-View Gemini image splitting optical device (Hamamatsu), compatible
filter sets for fluorescence and DIC imaging and the LAS X v3.7.6.25997 software (Leica).
Image acquisition parameters (illumination intensity, exposure time and camera binning) were
consistently applied within each trial of an experiment to allow comparison between strains.

Images were processed following acquisition by importing them into Fiji/Image]2
v2.9.0/1.53t. Linear adjustments were made to minimum and maximum intensity lev-
els for each 16-bit image within an experiment prior to conversion into 8-bit format for
figure preparation.

2.6. Quantification of ER Inclusion Size

To quantify the size of the ER inclusion-like structures, images were acquired as
described above, where random fields of cells were selected using only the DIC mode
of the microscope, to avoid selection bias for ER morphology based on the localization
of Sec61-GFP. The 16-bit images were imported into Fiji/Image]2, and the lasso tool was
used to select and measure the area of the largest inclusion-like structure in each cell.
Inclusion-like structures were defined as the largest structure containing Sec61-GFP that
was distinct from the nuclear and cortical ER. A minimum of 100 cells per independent
trial were measured for each strain. For each image used in the analysis, inclusion-like
structures were measured for all cells except for (1) those that were touching the edge of the
image in such a way that the entire cell could not be seen; (2) cells that were out of focus;
and (3) cells that were dead/dying as assessed by DIC [44].

2.7. Comparison of Human ALS-Linked Proteins with Putative Yeast Homologs

Human ALS-linked genes and disease-causing alleles were determined based on
annotation in Online Mendelian Inheritance in Man (OMIM). Protein sequences for human
genes were obtained from the National Center for Biotechnology Information (NCBI)
protein database, with accession numbers listed in Table 3. Yeast homologs were identified
using the Alliance of Genome Resources v5.4.0 or the Saccharomyces Genome Database,
and all yeast protein sequences were obtained from the Saccharomyces Genome Database
(www.yeastgenome.org; accessed on 9 May 2023) based on the S288C reference strain.
Sequence alignments and percentage identity were assessed using Clustal Omega.
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Table 3. List of ALS-linked genes conserved between yeast and human, with conserved disease-linked

mutations (essential yeast genes noted in red; essential combinations noted in blue).

Human Gene Yeast Identity Human Mutation Suppl.
ALS Type (Accession) Homolog (%) 2 (Yeast Analog) * File Refs.
A4T/V(A4); C6F(A6); G12R(A12); G165(G16); E21K(E21);
G37R(G37); G41D/S(A42); HA3R(R44); FA5C(F46); H46R(HA7);
50D1 G725(G73); H8OR(HS1); L84V(MS85); G85R(G86); DIOA(DI1); ,
ALSI (NP_000445.1) soD1 549 G93A/C/R(G94); DISN(K97); E100G(K101); 1104F(1105); zl [45-66]
L106V(L107); I113T(V114); V119A or VI20A(V118 or V119) b;
L126T(L127); S134N(S135); A145T(A146); T151T(L152)
No conserved ALS-linked mutations
ALS4 " ASI§7T3)é1 n SENT 231 SCA-linked ©: M2711(1137); E343+(K230) ¢; Q653K(Q404); 22 [67-72]
: Q868*(N587); R1363*(N895); L1976R(I1370); L1977F(I1371);
P2213L(P1622)
VAPB SCS2 26.34 T461(T41); P56S(P51)
ALSS (NP_004729.1) 23 [28,73]
- : 5CS22 28.57 T461(T38); P565(P48)
D53Y(E72); R183*(K195)
FIG4 BTOP-linked ©: D783V (H776)
ALS11 (NPOS5660.1) FIG4 38.03 CMT4J-linked f: L17P(L35); 141T(159); F98fsTer102(F109); 2.4 [74-79]
: G253fsTer261(G244); E302K(E293)
YVS-linked &: L175P(L187); K278 WfsTer6(H269);
T422NfsTer6(S422)
ATXN2 No conserved ALS-linked mutations; (CAG), repeat expansion
ALS13 (AAB19200.1) PBP1 2406 (n = 27-33 in ALS13) 5 [80]
R155H/C(R165); R159G /S(R169); D395G(D405); D592N(D602)
F}%ﬁiﬁé . @ Al‘gggl 41) CDC48 69.48 IBMPFDI1-linked ': N91Y(N101); R95G(R105); R155P(R165); 2-6 [81-88]
: R159H(R169); R191Q(R201); A232E(A242)
CMT2Y-linked : G97E(G107); E185K(E195)
UBQLN? . )
ALS15 (NP_038472.2) DSK2 30.31 No conserved ALS-linked mutations 2-7
SIGMARI1
ALS16 (NP_005857.1) ERG2 31.6 E102Q(E104) 2-8 [89]
ALS17/ CHMP2B _ _
FTD-ALS7 (NP_054762.2) DID4 28.17 D148Y(N152); Q165*(K170); Q206H(R224) 2-9 [90-92]
PFN1 . .
ALS18 (AAA36486.1) PFY1 29.03 No conserved ALS-linked mutations 2-10
D314N(D490); N319S(N497)
ALS20 (N?)Nﬁgffoll) HRP1 3333 _ 211 193]
- : IBMPFD3-linked ): D314V(D490)
T145P(T146); R215C(R216); R320C/H(R321); A383T(S384);
TUB1 7444 WA407+(W408)
TUBA4A Macrothrombocytopenia: V181M(V182), E183Q(E184)
ALS22 (AAH09238.1) 2-12 [94,95]
: T145P(T146); R215C(R216); R320C /H(R321); A383T(S384);
WA407*(W408)
TUB3 72.3
Macrothrombocytopenia: V181M(V182), E183Q(E184)
No conserved ALS-linked mutations
KIF5A
ALS25 (AAA20231.1) SMY1 2649 Spastic paraplegia 10: R204Q(R234); D232N(D262); G235E(G265); 13 [96-100]
N2565(N286); R280C /H(R319)
TIA1 . .
ALS26 (NP_071505.2) PUB1 34.82 No conserved ALS-linked mutations 2-14
Y23F(Y55); F40A, S41A (L72, S73); S331Y(G378)
SPTLC1
ALS27 (NIP_006406.1) LCBI 332 HSAN1A k: C133Y/W(C180); V144D(V191); S331F(G379); 15 [101-105]
A352V(V399)
S59L(S70)
CHCHD10
FTD-ALS2 (AAHE5232.1) MIX17 35.25 SMAJ-linked |: GE6V(G77) 2-16 [106-108]

IMMD-linked ™: G58R(G69)
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Table 3. Cont.
Human Gene Yeast Identity Human Mutation Suppl.
ALS Type (Accession) Homolog (%) 2 (Yeast Analog) * File Refs.
CLN1 18.14 R392T(Q337)
FTD-ALS5 CCNF CLN2 19.66 R392T(H136) 2-17 [108]
(AAH12349.1) :
CLN3 2275 S195R(A2); S621G(5423)

2 % identity and analogous amino acid residues were determined based on alignments using Clustal Omega; ® A
signifies an in-frame deletion; ¢ SCA: spinocerebellar ataxia; ¢ asterisk signifies a nonsense mutation; ¢ BTOP:
bilateral temporooccipital polymicrogyria; f CMT4J: Charcot-Marie-Tooth disease type 4J; 8 YVS: Yunis—Varon
syndrome; ! IBMPFD1: inclusion body myopathy, Paget’s disease and frontotemporal dementia, type 1; L CMT2Y:
Charcot-Marie-Tooth disease type 2Y;J IBMPFD3: inclusion body myopathy, Paget’s disease and frontotemporal
dementia, type 3; X HSAN1A: hereditary sensory neuropathy type 1A; ! SMAJ: spinal muscular atrophy, Jokela
type; ™ IMMD: isolated mitochondrial myopathy, autosomal dominant.

2.8. Statistical Analysis and Generation of SuperPlots

To display the quantitative analysis of the ER inclusion size, we generated SuperPlots,
as described previously [109]. Briefly, SuperPlots identify individual measurements within
each independent trial by color and/or shape coding as the background of a scatter plot.
Above this information are overlaid trial-level summary data with the same color/shape
coding. For our plots, we coded independent trials with blue circles, yellow squares or gray
triangles. Trial-level summary points represent the median of each trial because samples
showed a tailed distribution. Bars correspond to the mean + 95% confidence interval
computed based on the trial medians.

For the quantification of the ER inclusion-like structure size, statistical analysis was
performed using a nested one-way ANOVA followed by Tukey’s multiple comparison
test in Prism 9. For comparison of the 12 h relative growth levels, statistical analyses were
performed using repeated-measures one-way ANOVA followed by Dunnett’s multiple
comparison test relative to WT or scs2A scs22A cells as controls.

3. Results
3.1. Loss of SCS2 and SCS22 Causes ER Collapse and Sensitivity to ER Stress

To establish our yeast model of ALS8, we first examined phenotypes associated with
the single or pair-wise deletion of the VAPB homologs SCS2 and SCS22. Both Scs2 and
Scs22 have known functions as tethering proteins at ER-PM junctions, along with Ist2, Tcb1,
Tcb2 and Tcb3 [24]. Previous studies have shown that scs2A and scs2A scs22A cells show a
reduction in cortical ER [24,25]; however, to our knowledge the effect of scs22A alone on
ER morphology has not been reported. Thus, we generated scs2A, scs22A and double scs2A
scs22A mutant strains expressing Sec61-GFP from its chromosomal locus as an ER-resident
component of the translocon complex. In WT cells, Sec61-GFP prominently localized to
the nuclear ER (nER) and to the cortical ER (cER), with occasional small gaps in cortical
coverage (Figure 1A). In contrast, both scs2A and scs2A scs22A cells displayed regions of
the cell cortex with large gaps lacking cER attachment (Figure 1A, arrows), although the
phenotype appeared to be more pronounced in scs2A scs22A cells since cER could still be
readily observed in scs2A cells. Deletion of SCS22 alone did not alter the ER morphology
compared to WT, suggesting that the loss of Scs22 alone does not have a pronounced effect
on the formation of ER-PM tethers.

When we examined Sec61-GFP localization in SCS loss-of-function cells, we noticed the
appearance of brighter inclusion-like structures, most frequently in the perinuclear region,
which are typical of a collapsed ER (Figure 1A, arrowheads) [24]. To quantify the extent of
ER collapse and/or the formation of inclusion-like structures, we measured the area of the
largest inclusion-like structure in each cell that was distinct from the nER and cER. Using
this approach, we found that the inclusion-like structures were similar in size for WT, scs2A
and scs22A cells; although scs2A cells showed a trend toward slightly larger inclusions,
this was not a statistically significant difference (p = 0.1283; Figure 1B). In contrast, scs2A



Biomolecules 2023, 13, 1147

9 of 26

C [Tunicamycin]:
WT

SCS2A

SCs22A

SCS2A SCS22A

scs22A double mutant cells had significantly larger inclusion-like structures than WT
cells, consistent with a collapsed ER morphology. Thus, Scs2 and Scs22 appear to play
overlapping roles in maintaining cER in yeast, and the loss of both proteins simultaneously
leads to the pronounced loss of cER.
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Figure 1. Effect of SCS2 and SCS22 deletion on ER morphology and stress sensitivity. (A) WT, scs2A,
scs22A and scs2A scs22A cells expressing the ER marker Sec61-GFP from its endogenous locus were
imaged by fluorescence microscopy. Scale bar, 2.5 um. (B) Quantification of the size of the largest
inclusion-like structure per cell from images collected in experiments from panel (A). SuperPlots
display individual measurements color- and shape-coded in the background (blue circles, yellow
squares, gray triangles) for three independent trials (1 > 100 cells measured per trial). Median values
for each trial are shown in the foreground, with bars corresponding to mean + 95% confidence
interval based on trial medians; ** p < 0.01. (C) Serial dilutions of WT, scs2A, scs22A and scs2A scs22A
cells grown to mid-logarithmic phase were spotted onto YNB plates with increasing tunicamycin
concentrations as indicated and grown for 4 days prior to imaging.

Mammalian cells expressing VAPB"% show aberrant regulation of the UPR, as seen

by impaired ATF6- and IRE1/XPB1-dependent transcriptional activity, which is required
for the expression of downstream UPR genes [13,14,110]. The reduced ability of VAPBP565.
expressing cells to activate the UPR may increase the sensitivity to ER stress due to an
inability to properly clear misfolded proteins, which in turn could at least partially account
for the neurodegeneration in ALSS. Consistent with this idea, Atether yeast cells lacking
proteins required for ER-PM tethering (including Scs2 and Scs22) are sensitive to the
ER stress-inducing drug tunicamycin, which inhibits the Alg7 protein involved in the
first step of N-linked glycosylation [24,111]. Moreover, Atether cells show pronounced
growth defects when combined with deletions of IRE1 or HACI, the yeast equivalents
of mammalian IRE1 and XBP1 [24]. Based on these results, we assessed the ER stress
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sensitivity of WT, scs2A, scs22A and scs2A scs22A cells by growing equivalent volumes of
serially diluted cells on plates with increasing concentrations of tunicamycin (Figure 1C).
Both WT and scs22A cells began to display sensitivity to tunicamycin at a concentration
between 0.375 and 0.5 pg/mL, but grew robustly at lower concentrations or in the absence
of the drug. In contrast, scs2A and scs2A scs22A cells were mildly sensitive to tunicamycin,
even at the lowest concentration tested (0.1875 pg/mL), where the spots of cells were
slightly less dense than WT or scs22A cells. The increased sensitivity to tunicamycin
became more pronounced at a higher drug concentration, suggesting that the loss of SCS2
was sufficient to render cells sensitive to ER stress. Serially diluted spots of scs2A scs22A
showed slightly sparser growth than scs2A cells at 0.375-0.5 ug/mL tunicamycin; thus, the
complete loss of SCS function in the double mutant may result in a slightly more severe
phenotype than scs2A alone. Notably, we found that the expression of Sec61-GFP increased
tunicamycin sensitivity compared to untagged cells, even in the WT background. As a
result, we used untagged cells for all growth assays in this study.

Taken together, these results agree with previous studies showing that Scs2 and Scs22
play roles in ER morphology and in the regulation of ER stress responses [24,25]. Our
observation that the phenotypes in scs2A scs22A double mutant cells were more pronounced
than in scs2A or scs22A single mutants supports the overlapping nature of Scs2 and Scs22
function. Since scs2A alone rendered cells sensitive to tunicamycin and caused gaps in cER,
Scs2 may represent the major isoform in yeast, with a smaller contribution from, or lower
expression of, Scs22. Indeed, numerous comparative expression studies have shown that
Scs2 is considerably more abundant than Scs22, and the half-life of Scs2 is also estimated
to be greater than that of Scs22 [112-118]. These data prompted us to use scs2A scs22A as
the basis of our yeast models for ALSS8 in order to avoid potential confounding impacts of
SCS22 expression.

3.2. Expression of SCS2, but Not scs2P°15 P585  Corrects ER Morphology and Stress Sensitivity
Defects in scs2A scs22A Cells

In the first version of our yeast ALS8 model, we wanted to restore the expression of
SCS2 in scs2A scs22A cells using either a wild-type allele or a humanized allele bearing
ALS8-linked mutations. While VAPB® causes ER collapse, inclusion formation and
aberrant ER stress responses in mammalian cells, initial studies showed that the analogous
P56S mutation in VAPA has a reduced or no effect on ER morphology [18,31]. Similarly,
the analogous yeast Scs2™'S mutant retains the ability to bind peptides with an FFAT
motif [22], suggesting that this mutation is unique in leading to disease phenotypes when
present in VAPB, but not in other VAP/SCS genes. Subsequently, sequence comparisons
of the VAP /Scs proteins suggested that the presence of an additional downstream proline
in VAPA (P63) and Scs2 (P58) might stabilize the MSP domain when the P565 mutation is
present [38]. Indeed, the expression of VAPAPS P63A in mammalian cells or Scs2P>15 585
in yeast resulted in the formation of ER inclusions, suggesting that humanizing the SCS2
gene with an additional P58S substitution is necessary to observe ALS-like phenotypes
due to the P51S mutation. Notably, Scs2P'S P85 inclusions were previously observed
in scs2A cells expressing mutant protein from a high-copy (2u) plasmid, suggesting the
possibility of overexpression contributing to the altered distribution [38]. The heterologous
overexpression in yeast of other aggregation-prone proteins linked to neurodegeneration,
such as a-synuclein and a secretory pathway-targeted form of beta-amyloid (ssAp1-42),
results in toxic phenotypes or altered cellular behavior [119,120]. Since VAPB™®S causes
an autosomal dominant loss of function, we wanted to ensure that the phenotypes in
our models occurred at single-copy expression levels. Thus, we generated chromosomal
integration plasmids expressing SCS2"T or scs2P°1% P585 from the Pscs, promoter, which
could be introduced into the genome at the LEU2 gene locus. Strains modified with
these plasmids expressed a single copy of wild-type or mutant SCS2 from its endogenous
promoter. Using this approach, we generated scs2A scs22A + SCS2"T and scs2A scs22A +
scs2P215, P38S cells to examine the effect of Scs2 re-expression on ER morphology and stress
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sensitivity (Figure 2). As controls, we generated WT and scs2A scs22A strains modified by
the integration of an empty plasmid at the LEU2 locus.
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Figure 2. Effect of SCS2WT and scs2P°15 P85 expression on ER morphology and stress sensitivity in
scs2A scs22A cells. (A) WT, scs2A scs22A and scs2A scs22A + SCS2WT or scs2P515 P58S cells expressing
Sec61-GFP from its endogenous locus were imaged by fluorescence microscopy. Scale bar, 2.5 pm.
(B) Quantification of the size of the largest inclusion-like structure per cell from images collected
in experiments from panel (A). SuperPlots display individual measurements color- and shape-
coded in the background (blue circles, yellow squares, gray triangles) for three independent trials
(n > 100 cells measured per trial). Median values for each trial are shown in the foreground, with
bars corresponding to mean + 95% confidence interval based on trial medians; * p < 0.05, ** p < 0.01,
% 1 < 0.001. (C) Serial dilutions of WT, scs2A scs22A and scs2A scs22A + SCS2WT or scs2P215, P58S
cells grown to mid-logarithmic phase were spotted onto YNB plates with increasing tunicamycin
concentrations as indicated and grown for 6 days prior to imaging.

First, we examined the effect of SCS2"T and scs2P°15 P535 reintroduction on ER mor-
phology in cells expressing Sec61-GFP from its endogenous gene locus. As shown in
Figure 2A, WT cells had a normal ER morphology, with both nER and cER readily detected.
As seen before (Figure 1A), scs2A scs22A cells with an empty integrating plasmid showed
gaps in cER and the accumulation of Sec61-containing membrane structures in the cyto-
plasm, with brighter inclusion-like structures in the perinuclear region. The reintroduction
of SCS2™T in scs2A scs22A cells resulted in an ER morphology similar to WT cells. In
contrast, the expression of mutant scs2P1% P85 in scs2A scs22A cells did not fully restore
cER in most cells and resulted in inclusion-like structures similar to those seen in scs2A
scs22A cells. When we quantified the size of the inclusion-like structures as described
above, we again found that they were significantly larger in scs2A scs22A cells than in
WT controls (2.32-fold increase in median size), and this phenotype was corrected by the
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re-expression of SCS2"T from the LEU2 locus (Figure 2B). The expression of scs2>1S P985
in scs2A scs22A cells failed to reduce the size of the inclusion-like structures compared to
scs2A scs22A with an integrated empty vector. While there was a trend toward a further
increase in size for scs2A scs22A + scs2P%15 P985 cells compared to scs2A scs22A, this result
failed to reach statistical significance. Regardless, the size of the inclusion-like structures in
scs2A scs22 + scs2P515 P85 cells remained significantly larger than in WT cells (3.00-fold
increase in median size), suggesting that mutant scs27'S P58 cannot restore the function
of Scs2.

In addition to examining the ER morphology and inclusion-like structures, we also
tested whether the re-expression of wild-type or mutant Scs2 could reduce the sensitivity
to ER stress in scs2A scs22A cells lacking the Sec61-GFP tag. As in the previous experiment
examining the effects of scs2A, scs22A and scs2A scs22A, we tested the growth of serially
diluted strains on plates with increasing concentrations of tunicamycin. While scs2A scs22A
cells showed weaker growth than WT cells on tunicamycin plates in a concentration-
dependent manner, scs2A scs22A + SCS2WT grew similarly to WT cells at all drug con-
centrations (Figure 2C). In contrast, the re-expression of Scs2P?1 P85 failed to rescue the
tunicamycin sensitivity in scs2A scs22A cells, suggesting that the ALS8-mimicking mutant
is also unable to correct ER stress sensitivity. Taken together, these results demonstrate
that scs2A scs22A + scs2P°15 P58S cells phenocopy the ER morphology and stress sensitivity
phenotypes seen in mammalian cells expressing VAPBF?S and can serve as a fungal model
for some aspects of ALSS.

3.3. Heterologous Expression of VAPBVT, but Not VAPB®S, Complements ER Morphology and
Stress Senstitivity in scs2A scs22A Cells

As an alternative yeast model for ALS8, we attempted to express human VAPB in scs2A
scs22A yeast cells to test whether the human protein could complement the loss of SCS
function in the yeast system. While earlier studies found that human VAPA shows similar
localization to Scs2 when expressed heterologously in wild-type yeast cells [22], human VAPB
has not been tested to our knowledge, and neither have been examined in the absence of
endogenous Scs2 and Scs22. For these experiments, we cloned human VAPBWT and VAPBP>%S
into a low-copy yeast expression plasmid under the control of the Pscsy promoter and Tscs;
terminator. We then subcloned the expression cassettes into the same integrating plasmids
used for the introduction of wild-type and mutant SCS2 at the LEU2 locus and generated
equivalent scs2A scs22A + VAPBYT and scs2A scs22A + VAPBP%S strains.

When we examined the localization of Sec61-GFP as an indicator of ER morphology, we
found that the expression of human VAPBWT in scs2A scs22A cells could fully complement
cER collapse and resulted in an ER morphology that appeared to be indistinguishable
from that seen in WT cells (Figure 3A). In contrast, the heterologous expression of mutant
VAPBP%S failed to rescue the cER collapse or formation of inclusion-like structures in scs2A
scs22A cells. In agreement with our fluorescence microscopy data, the quantification of
the inclusion-like structure size in each strain revealed that the heterologous expression of
VAPB"™T in scs2A scs22A cells significantly reduced their size compared to scs2A scs22A cells
with an integrated empty vector (Figure 3B). In this regard, scs2A scs22A + VAPB™T cells
were indistinguishable from WT controls, suggesting that human VAPB could functionally
replace Scs2 in yeast. Unlike VAPBWT, the heterologous expression of VAPB%S in scs2A
scs22A cells failed to reduce the size of the inclusion-like structures and in fact resulted in a
significant increase in their size compared to both WT cells and to scs2A scs22A cells with
an integrated empty vector. Thus, VAPB'®S could also recapitulate disease-like cellular
phenotypes when expressed in our yeast ALS8 model.
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Figure 3. Effect of VAPBWT and VAPB"*®S expression on ER morphology and stress sensitivity in
scs2A scs22A cells. (A) WT, scs2A scs22A and scs2A scs22A + VAPBWT or VAPBP®%S cells expressing
Sec61-GFP from its endogenous locus were imaged by fluorescence microscopy. Scale bar, 2.5 pm.
(B) Quantification of the size of the largest inclusion-like structure per cell from images collected
in experiments from panel (A). SuperPlots display individual measurements color- and shape-
coded in the background (blue circles, yellow squares, gray triangles) for three independent trials
(n > 100 cells measured per trial). Median values for each trial are shown in the foreground, with
bars corresponding to mean + 95% confidence interval based on trial medians; * p < 0.05, ** p < 0.01,
1 <0.001. (C) Serial dilutions of WT, scs2A scs22A and scs2A scs22A + VAPBWT or VAPBP®0S
cells grown to mid-logarithmic phase were spotted onto YNB plates with increasing tunicamycin
concentrations as indicated and grown for 4 days prior to imaging.

In addition to examining the ER morphology, we tested whether the heterologous
expression of human VAPB"T or VAPBP%S could reduce the sensitivity of scs2A scs22A cells
to ER stress using the plate-based growth assay described above. In these experiments, the
expression of VAPBYT improved the growth of scs2A scs22A cells at lower concentrations
of tunicamycin (0.1875-0.25 pg/mL), but resulted in weaker than WT growth at higher
concentrations (0.375-0.5 ng/mL; Figure 3C). In contrast, scs2A scs22A + VAPBP%5 cells
remained partially sensitive to tunicamycin, yielding slightly better growth than scs2A
scs22A cells at lower concentrations of tunicamycin (0.1875-0.25 pg/mL), but slightly
weaker growth than the equivalent VAPBWT-expressing cells across the entire range of
drug concentrations. Overall, these data suggest that wild-type, but not mutant, VAPB can
complement the ER morphology defects that result from the loss of SCS genes in yeast, but
that VAPB is less effective than Scs2 in complementing ER stress sensitivity.

3.4. Multiple ER-Resident Proteins Localize to Inclusion-like Structures in SCS-Deficient Cells

Previous studies suggested that multiple proteins may be recruited into ER inclusions
in mammalian cells expressing mutant VAPB'®S. Our analysis of the inclusion-like struc-
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tures in the yeast ALS8 models was thus far restricted to examining Sec61, a transmembrane
protein in the translocon complex. To assess whether other proteins were similarly found in
inclusion-like structures, we examined the localization of two additional ER-resident cargos:
the reticulon Rtnl, which is a largely cytoplasmic-facing protein that inserts into the ER
membrane via hydrophobic loops, and DsRed-HDEL, a soluble luminal cargo [43,121,122].
We expressed each of these cargos in WT, scs2A, scs22A and scs2A scs22A cells, as well
as scs2A scs22A cells with wild-type or mutant SCS2 or VAPB reintroduced as described
above. In all cases, cells also expressed Sec61-GFP from its chromosomal locus to determine
whether Rtnl-mScarletl (tagged at its chromosomal locus) or DsRed-HDEL (expressed
from a low-copy plasmid) localized to the same inclusion-like structures that we observed
upon loss of SCS function. As shown in Figure 4A,B, both Rtn1-mScarletl and DsRed-HDEL
prominently co-localized with Sec61-GFP under all conditions, and these additional cargos
were readily observed in inclusion-like structures containing Sec61-GFP. Thus, multiple
ER-resident proteins with differing topologies localize to aberrant inclusion-like structures.

A sec61-GFP  Rtni-mScarlett Merge B  sec61-GFP  DsRed-HDEL Merge
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Scs2A
scs2A
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Figure 4. Co-localization of Sec61-GFP with other ER markers in inclusion-like structures. (A) WT, scs2A,
scs22A, scs2A scs22A, as well as scs2A scs22A cells with SCS2WT | ses2P515, P985 yApBWT or VAPBFP6S a5
indicated, were examined by fluorescence microscopy to assess co-localization of Sec61-GFP (green)
with Rtnl-mScarlet] (magenta). Both genes were C-terminally tagged at their endogenous chromosomal
loci. (B) The same set of cells expressing DsRed-HDEL (magenta) from a low-copy plasmid instead of
Rinl-mScarlet] was also imaged by fluorescence microscopy. Scale bar, 2.5 pm.
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3.5. Kinetic Growth Assays Reveal Differences in Tunicamycin Sensitivity in Yeast ALS8
Model Cells

A noted limitation of our plate-based growth assays is that they are qualitative rather
than quantitative. Moreover, the timing of data collection can create challenges in the
interpretation of the results, since slower-growing strains eventually catch up with faster-
growing strains on a plate, thereby masking actual differences in growth. As an additional
method to assess the sensitivity to ER stress, we developed a plate reader-based assay for
the simultaneous monitoring of the growth kinetics in WT, scs2A scs22A and scs2A scs22A +
wild-type or mutant SCS2 or VAPB strains with increasing concentrations of tunicamycin.
With these kinetic assays, we were able to compare the relative growth of each strain with
increasing drug concentrations.

Analysis of the kinetic assays revealed two observable differences in growth behavior
for the cells tested (Figure 5A-F). First, the growth curves in the absence of the drug
differed between strains, where scs2A scs22A, scs2A scs22A + ses2P215 P58S and ses2 A ses22A
+ VAPBP%S strains appeared to show a significant reduction in growth compared to strains
with a functional Scs/ VAP-family protein (WT, scs2A scs22A + SCS2WT or scs2A scs22A +
VAPBWT). This difference was particularly clear when we compared strains at a time point
where cells were still in their logarithmic growth phase and had not reached a plateau
in growth, where slower-growing cultures could start to catch up in density with faster-
growing strains. The 12 h time point of our growth curve experiments reflected a late
logarithmic phase; thus, we used this time point for all comparisons of relative growth.
Based on this analysis, we found that scs2A scs22A, scs2A scs22A + scs2P018, P58S and ses2 A
scs22/A + VAPBP?S cells showed reduced growth compared to WT cells in the absence of
tunicamycin (Figure 5G). In contrast, the growth of scs2A scs22A + SCS2™T and scs2A scs22A
+ VAPB"T cells was indistinguishable from WT and significantly improved compared to
scs2A scs22A. The growth of scs2A scs22A + VAPBP®9S cells was slightly reduced compared
to scs2A scs22A cells, suggesting that the expression of the human ALSS-linked allele may
have a negative impact on growth in these cells.

In addition to differences in baseline growth without the drug, each strain showed a
dose-dependent reduction in growth in response to tunicamycin (Figure 5A-F). Using the
12 h time point in our kinetic assays as a reference, 0.5 pg/mL tunicamycin resulted in an
approximately 50% reduction in the growth of WT cells compared to no drug. Consequently,
we compared the relative growth of each strain by normalizing the growth in 0.5 ug/mL
tunicamyecin to that of the same strain’s grown in the absence of the drug (Figure 5H).
We found that scs2A scs22A cells showed significantly weaker growth in the presence
of 0.5 pg/mL tunicamycin than WT cells. The re-expression of SCS2"T in scs2A scs22A
cells restored growth to levels that were indistinguishable from WT cells and significantly
greater than scs2A scs22A cells with an integrated empty vector. In contrast, scs2A scs22A
cells expressing scs2P215 P85 grew significantly weaker than WT cells and were statistically
indistinguishable from scs2A scs22A cells with an empty vector. The relative growth of scs2A
scs22A + VAPB™T and cells in 0.5 pg/mL tunicamycin was statistically indistinguishable
from both WT and scs2A scs22A cells, while the growth of scs2A scs22A + VAPBP%S cells
was similar to WT and significantly improved compared to scs2A scs22A cells. Based on
these results, our yeast ALS8 model expressing mutant scs2 appears to be more sensitive to
tunicamycin than the equivalent model expressing mutant VAPB.

With the data from the kinetic assays, we also generated dose-response curves
(Figure 5I) and used the best-fit curve from the average of five independent trials based
on their 12 h growth to estimate the ICsy of each strain, where curves reflected nor-
malized growth relative to no drug. This analysis yielded ICsy values of 0.578 & 0.035
uM (WT), 0.440 + 0.026 uM (scs2A scs22A), 0.726 + 0.041 uM (scs2A scs22A + SCS2WT),
0.501 + 0.022 pM (scs2A scs22A + scs2P515 P58S) 0 6576 + 0.059 uM (scs2A scs22A + VAPBWT)
and 0.566 & 0.049 uM (scs2A scs22A + VAPBP?%). Taken together, these data suggest that the
re-expression of wild-type, but not ALS8 mutant, Scs2 restores the tunicamycin resistance
of scs2A scs22A cells to WT levels in kinetic assays as well as in plate-based growth assays.
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Although human VAPB was able to correct cER collapse in scs2A scs22A cells, it could not
fully complement ER stress sensitivity.
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Figure 5. Kinetic growth assays for assessment of relative growth and ER stress sensitivity in WT
and ALS8 model yeast cells. The 16 h growth curves of (A) WT, (B) scs2A scs22A, (C) scs2A scs22A +
SCS2WT (D) scs2A scs22A + scs2P15: P58S (E) scs2A ses22A + VAPBWT or (F) scs2A scs22A + VAPBP50S
cells grown in the absence or presence of tunicamycin at the indicated concentrations. Curves
represent the mean =+ s.e.m., where independent trials for each strain in panels (A-F) were conducted
simultaneously (n = 5). Dashed line at 12 h indicates the time used for comparisons of relative
growth. (G) Relative growth at 12 h in the absence of tunicamycin for each strain from panels (A-F)
normalized to WT; bars correspond to mean + s.em. (n =5). (H) Relative growth at 12 h in the
presence of 0.5 pg/mL tunicamycin for strains from panels (A-F) normalized to cells grown in the
absence of drug; bars correspond to mean & s.e.m. (n = 5). (I) Dose-response curves generated from
experiments in panels (A—F) (n = 5). Growth at 12 h for each drug concentration was normalized to
cells grown in the absence of drug. In panels (G,H), values for paired data points (marked in red)
are matched by shape across all conditions. All error bars correspond to mean + s.e.m. * p < 0.05,
** p < 0.01, *** p < 0.001, compared to WT; # p < 0.05, * p < 0.01, ## p < 0.001 compared to scs2A scs22A.

3.6. Potential Use of Yeast as a Model for Study of Other Types of ALS

While we generated yeast models for ALSS in this study, ALS is a complex disease
with mutations in over 30 genes linked to familial cases. To expand the potential use of
yeast for the study of other forms of ALS, we examined all human genes currently linked to
ALS based on annotation in Online Mendelian Inheritance in Man (OMIM) and identified a
total of 17 ALS-linked genes in humans with yeast homologs. We then performed pair-wise
sequence alignments between the human and yeast proteins to identify disease-linked
mutations in conserved or similar amino acids (Table 3 and Supplementary File S2). These
may provide useful avenues for the generation of models of other ALS subtypes to study
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the cellular effects of disease-causing mutations or for the design and execution of genetic
screens to identify phenotypic suppressors. Notably, mutations in some ALS-linked genes
are also associated with other diseases. We also note these in Table 3, as our analysis could
create opportunities to study diseases beyond ALS.

4. Discussion
4.1. Yeast as a Model System for Study of Neurodegenerative Diseases

Yeast have a long history of yielding important insights into fundamental cellular pro-
cesses that are conserved through eukaryotic evolution. Given their rapid growth and ease
of genetic manipulation, yeast have proven to be especially useful in performing screens
to identify the set of genes required for basic cellular processes, including cell cycle regula-
tion, secretion and endocytosis. More recently, yeast have been utilized as model systems
for the study of human diseases, including neurodegeneration. Several key studies have
shown that the ectopic expression of human proteins linked to neurodegeneration results
in disease-like phenotypes in yeast, and these have been used to study the cellular basis of
toxicity. These include the expression of a-synuclein (x-Syn) and 3-amyloid (A1-42), which
respectively are linked to Parkinson’s disease and Alzheimer’s disease [119,120]. Although
yeast are unicellular organisms that do not possess many features seen in neuronal cells, the
observation that the heterologous expression of human disease-linked proteins can result in
toxicity suggests that these proteins are involved in basic cellular functions that are broadly
conserved in eukaryotes. Importantly, these yeast models have been used in genetic screens
to identify genes and protein products that can suppress toxic or disease-related phenotypes.
Such studies provide critical insights into the molecular basis of neurodegeneration, as well as
the network of proteins and cellular pathways that interact with or are affected by proteins
implicated in neurodegenerative diseases. Moreover, these studies can serve as a starting
point for the identification of conserved targets for drug development. Thus, yeast represent a
powerful discovery platform for the understanding of eukaryotic cell function, both in health
and in disease.

4.2. Yeast ALS8 Models May Facilitate Studies of VAPB">%5-Related Cellular Pathology

In this study, we generated two yeast models for ALS8 using scs2A scs22A cells lacking
all endogenous yeast VAPs as a starting point. Although scs2A alone caused the partial
loss of cER and resulted in sensitivity to the ER stress-inducing drug tunicamycin, both
phenotypes were exacerbated in scs2A scs22A double mutant cells. These findings suggest
that Scs2 and Scs22 share at least partially overlapping functions; thus, we chose to delete
both genes in our model system to avoid the possibility of compensation by Scs22.

While a previous study found that SCS2P515 which is analogous to VAPBP%65  did not
cause a loss-of-function phenotype [22], later work demonstrated that the humanization of
SCS2 by mutating a non-conserved proline residue (Pro58) in proximity to Pro51 resulted
in Scs2 inclusions and inositol auxotrophy when expressed from a high-copy plasmid in
scs2A cells [38]. Multicopy plasmids with a 2 origin of replication are typically used to
overexpress proteins, and cell-to-cell differences in plasmid copy number can introduce
variability that may impact the efficacy and usability of the model. To ensure that our
models were as consistent as possible, we integrated a single copy of WT or mutant SCS2
or human VAPB into the yeast genome. Each gene was expressed from the native Pscs,
promoter to achieve protein expression as close to endogenous levels as possible and to
ensure that our models more accurately reflected protein levels that are relevant in the
context of normal cellular function.

The first model that we generated was an scs2A scs22A strain in which we re-expressed
SCS2"T as a control or scs2P°15 P985 from its own promoter, at an alternative gene locus
(LEU2), as the yeast equivalent of human VAPB%5. In the second model, we used the same
starting strain but instead integrated human VAPB"T or VAPB®®S for exogenous expression
at the LEU2 gene locus. Both models gave similar overall results in terms of the WT alleles
restoring cER, reducing the size of Sec61-containing inclusion-like structures and fully
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(SCS2WT) or partially (VAPBWT) reducing sensitivity to ER stress, as assessed by growth on
plates or in liquid culture in the presence of tunicamycin. In contrast, neither Scs2>1S 585
nor VAPB restored cER, and Scs2"15 P85 also failed to correct the sensitivity to ER
stress. The expression of VAPBP%S in scs2A scs22A cells at least partially improved growth
in the presence of tunicamycin (Figure 5H); although the underlying reason for this is
currently unclear, we speculate that the altered interaction between human VAPB and the
yeast homologs of its binding partners may be a contributing factor. While Sec61-GFP
inclusions in scs2A scs22A + scs2P°15 P985 were clearly larger than in WT controls, they were
not statistically different from scs2A scs22A cells, even though the median inclusion area
trended toward being larger in cells expressing the mutant protein. Thus, as suggested for
VAPBP?65, 5¢s2P215 P585 may represent a true loss-of-function allele, where the expression
of the mutant protein in scs2A scs22A cells is phenotypically not discernable from cells
lacking SCS function altogether [13,31]. Similarly, the expression of VAPB® in scs2A
scs22A failed to correct the ER morphology and stress sensitivity defects and in fact resulted
in a significant increase in the median size of the inclusion-like structures compared to scs2A
scs22A cells. ALS8-linked mutant VAPB may therefore also represent a loss of function
when expressed in yeast, or could alternatively adopt a toxic gain of function with respect
to ER morphology.

We envision that these two yeast models will enable studies of the cellular mechanisms
underlying disease phenotypes due to VAPBF?S expression in several ways, especially
since we were able to phenocopy some aspects of mammalian cell culture models of
ALS8 [18,29,31]. Specifically, they could be subjected to genetic screens to identify en-
hancers or suppressors of ALS8-related phenotypes, either by the overexpression or by the
deletion of potential modifiers, using phenotypes such as tunicamycin sensitivity or inositol
auxotrophy [22,24,38,123]. Similar screens have previously been conducted using yeast
models that exogenously express «-Syn or Af31_4p, which are causative for Parkinson’s
and Alzheimer’s diseases, respectively [119,120]. These screens relied on the high-copy
expression of yeast genes to correct the toxic effects of a non-conserved gene, as yeast do
not possess homologs of a-Syn or A4 or its precursor protein. Since SCS2 is the yeast
homolog of VAPB, it may be advantageous to perform genetic screens using the model
expressing scs2P°15 P585 gince its expression is more likely to conserve the physical interac-
tions with other yeast proteins, including those overexpressed in a genetic screen [124]. As
the results from a screen are validated, our observation that human VAPB can substitute
the function of yeast Scs2 might be used to test whether candidate suppressor or enhancer
genes also impact phenotypes resulting from the expression of the human protein. Of
particular interest from this approach, genes that are conserved through evolution can
be further studied in cell culture or organismal models of ALS8 to determine whether
mammalian homologs can similarly reduce toxic phenotypes.

Aside from classical genetic screens, these yeast models can also be used for chemical
genetic screens aimed at identifying pharmaceuticals or small molecules that ameliorate
stress sensitivity and /or ER morphology defects. If the goal of these screens is to identify
drugs that directly affect the function, folding or stability of mutant Scs2/VAPB, scs2A
scs22A cells expressing VAPBP®%5 might be the more attractive model, since there is a higher
likelihood of obtaining effective lead compounds for human therapeutic use compared to
drug screens against yeast Scs2 [124].

4.3. Similarities and Differences between ALS8 Models

In addition to the yeast system described here, other model organisms have been
used to study ALSS8 with varying outcomes. Several transgenic mouse models have been
generated, where VAPB~/~ mice developed mild motor deficits at 12 months in one study,
while the overexpression of VAPB"T or VAPB">%S caused protein inclusions but did not
result in obvious behavioral or neurological symptoms consistent with disease [125,126].
In one of these studies, the knockdown of VAPB in zebrafish was achieved using antisense
morpholinos and resulted in moderate to severe motor deficits that were complemented
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by the expression of human VAPB"T, but not VAPB"*%5 [126]. In Caenorhabditis elegans,
loss of the VAPB homolog vpr-1 caused locomotor defects and motor neuron death, while
the ectopic expression of human VAPBP*%S caused axon guidance defects [127]. Drosophila
melanogaster models of ALS8 have also been generated, demonstrating that a proteolytic
cleavage product of VAPB is secreted and acts as a trophic factor through interaction with
Eph receptors and that mutant VAPB is less efficiently processed and secreted [33]. The
expression of Drosophila VAP33AP85 results in synaptic defects reminiscent of a loss of
function and causes neuronal death, VAP-containing inclusions and locomotor defects in
fly larvae [32,128]. Together, these models provide a variety of opportunities to study the
effects of VAPB mutation at the cellular and organismal level. While they may differ from
each other and from mammalian cell culture models or human patients in some respects,
they are nonetheless important tools in increasing our understanding of neurodegeneration
in ALSS8. Notably, most forms of ALS are late-onset, although juvenile cases have also been
documented. While the lifespan of most models used to study ALS is significantly shorter
than the typical age of onset in humans (>50 years), the ability to observe disease-related
phenotypes in these systems can provide key insights into the mechanisms of neuronal loss
that may arise from perturbations in basic functions that are shared across a wide variety of
cell types. We speculate that damage due to mild or moderate cellular stresses may accrue
over time at the organismal level, and this may contribute to later-onset symptoms that
are seen in humans but might not be as readily observed in shorter-lived organisms under
normal circumstances.

4.4. Yeast May Provide Opportunities and Approaches for Study of Other ALS Subtypes

Although the present study focused on generating fungal models of VAPB/ALSS as a
subtype of amyotrophic lateral sclerosis, yeast may serve as a rich source of information
for the understanding and modeling of other types of ALS. As summarized in Table 3,
many genes linked to ALS in humans are conserved through evolution and have yeast
homologs. We performed sequence alignments of human ALS-linked proteins and yeast
orthologs and were able to identify many mutations that affect conserved or similar amino
acids in both organisms. If the mutation or loss of function of the yeast gene yields an
observable phenotype, it may be possible to determine whether the human homolog can
replace the function of the yeast gene and to test whether disease-linked mutations also
result in phenotypes that can be studied in the context of a disease. Some of the yeast
genes are essential, either as single genes or in groups where the loss of function results
in inviable cells (Table 3, noted in red or blue, respectively); these might be particularly
useful for the study of mutant alleles, as they can quickly yield information about whether
a mutation causes a loss of function. In several cases, the yeast homolog of a human gene
involved in ALS did not have conserved or similar amino acid residues corresponding to
the disease-linked mutations. Ectopic replacement with the wild-type or mutant human
gene may thus be a more pragmatic approach to the generation of yeast models of ALS in
these instances. Since the ectopic expression of x-Syn and Af31_4» yields toxic phenotypes
in yeast [119,120], it may also be possible to express human ALS-linked genes that are not
conserved, to study their phenotypes in a similar manner. It should be noted that most
mutations in the yeast homologs described in Table 3 have not yet been generated and
tested for phenotypes relevant to ALS and may not necessarily yield useful disease models;
the listed alleles should thus be considered a starting point for future experiments.

As we examined these conserved ALS-linked genes for similarities between yeast and
human orthologs, we noted that several of the human ALS-linked genes have also been
implicated in other diseases, many of which include neurological symptoms. Thus, it may
be possible to adapt our approach to generate tractable models of other neurodegenerative
or neurological disorders.
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5. Conclusions

Overall, we have developed yeast models of ALS8 that express either mutant human
VAPBP5S or the yeast homolog Scs2P15 585 and found that our model displays phenotypes
that are reminiscent of those seen in mammalian cells expressing VAPB?%S. We propose
that these yeast models can be used to study basic aspects of cellular dysfunction in disease
that may yield important insights into ALS8 in human cells and will provide opportunities
for the identification of therapeutic targets. Many ALS-linked genes are conserved through
evolution; thus, our approach will likely be adaptable to other genetic causes of ALS, as
well as to other human diseases.

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/biom13071147/s1, File S1: Coding sequences of yeast SCS2 and
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yeast homologs

Author Contributions: Conceptualization, A.L.S., D.J.R.,, R A., GLM. and D.C.P.,; methodology,
ALS., DJR.and D.C.P; validation, A.L.S., D.J.R. and D.C.P,; formal analysis, A.L.S., D.J.R. and D.C.P;
investigation, A.L.S., D.J.R., R.A.,, G.L.M. and D.C.P; resources, D.C.P; data curation, D.C.P,; writing—
original draft preparation, D.C.P,; writing—review and editing, A.L.S.,, D.JR., R.A., G.LM. and D.C.P;
visualization, D.C.P; supervision, D.C.P.; project administration, D.C.P,; funding acquisition, D.C.P.
All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the National Science Foundation CAREER grant MCB 1942395
to D.C.P, by an Investigator-Initiated Starter Award from the ALS Association (grant number 19-IIP-
473) to D.C.P. and by startup funds to D.C.P. from Virginia Commonwealth University.

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available in this article or in the
Supplementary Materials.

Acknowledgments: We would like to gratefully acknowledge Beverly Wendland (Washington Uni-
versity in St. Louis) for the helpful advice in the initial stages of this study and Johnny Ngsee
(University of Ottawa) for kindly sharing the VAPB cDNA used to generate plasmids. We also thank
the members of the Prosser lab for their critical comments and discussions.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Bruijn, L.I; Miller, TM.; Cleveland, D.W. Unraveling the Mechanisms Involved in Motor Neuron Degeneration in ALS. Annu.
Rev. Neurosci. 2004, 27, 723-749. [CrossRef] [PubMed]

2. Kumar, R.; Malik, Z.; Singh, M.; Rachana, R.; Mani, S.; Ponnusamy, K.; Haider, S. Amyotrophic Lateral Sclerosis Risk Genes and
Suppressor. Curr. Gene Ther. 2023, 23, 148-162. [CrossRef] [PubMed]

3. Kirola, L.; Mukherjee, A.; Mutsuddi, M. Recent Updates on the Genetics of Amyotrophic Lateral Sclerosis and Frontotemporal
Dementia. Mol. Neurobiol. 2022, 59, 5673-5694. [CrossRef] [PubMed]

4.  Deerlin, VM.V,; Leverenz, ].B.; Bekris, L.M.; Bird, T.D.; Yuan, W.; Elman, L.B.; Clay, D.; Wood, E.M.; Chen-Plotkin, A.S.;
Martinez-Lage, M.; et al. TARDBP Mutations in Amyotrophic Lateral Sclerosis with TDP-43 Neuropathology: A Genetic and
Histopathological Analysis. Lancet Neurol. 2008, 7, 409-416. [CrossRef]

5. Vance, C.; Rogelj, B.; Hortobagyi, T.; Vos, K.J.D.; Nishimura, A.L.; Sreedharan, J.; Hu, X.; Smith, B.; Ruddy, D.; Wright, P.; et al.
Mutations in FUS, an RNA Processing Protein, Cause Familial Amyotrophic Lateral Sclerosis Type 6. Science 2009, 323, 1208-1211.
[CrossRef]

6.  DeJesus-Hernandez, M.; Mackenzie, I.R.; Boeve, B.F,; Boxer, A.L.; Baker, M.; Rutherford, N.J.; Nicholson, A.M.; Finch, N.A_; Flynn,
H.; Adamson, ].; et al. Expanded GGGGCC Hexanucleotide Repeat in Noncoding Region of CO9ORF72 Causes Chromosome
9p-Linked FTD and ALS. Neuron 2011, 72, 245-256. [CrossRef]

7. Moller, A.; Bauer, C.S.; Cohen, R.N.; Webster, C.P,; Vos, K.J.D. Amyotrophic Lateral Sclerosis-Associated Mutant SOD1 Inhibits
Anterograde Axonal Transport of Mitochondria by Reducing Mirol Levels. Hum. Mol. Genet. 2017, 26, 4668—4679. [CrossRef]

8.  Watanabe, S.; Ilieva, H.; Tamada, H.; Nomura, H.; Komine, O.; Endo, F; Jin, S.; Mancias, P.; Kiyama, H.; Yamanaka, K.

Mitochondria-Associated Membrane Collapse Is a Common Pathomechanism in SSIGMAR1- and SOD1-Linked ALS. EMBO Mol.
Med. 2016, 8, 1421-1437. [CrossRef]


https://www.mdpi.com/article/10.3390/biom13071147/s1
https://www.mdpi.com/article/10.3390/biom13071147/s1
https://doi.org/10.1146/annurev.neuro.27.070203.144244
https://www.ncbi.nlm.nih.gov/pubmed/15217349
https://doi.org/10.2174/1566523223666221108113330
https://www.ncbi.nlm.nih.gov/pubmed/36366843
https://doi.org/10.1007/s12035-022-02934-z
https://www.ncbi.nlm.nih.gov/pubmed/35768750
https://doi.org/10.1016/S1474-4422(08)70071-1
https://doi.org/10.1126/science.1165942
https://doi.org/10.1016/j.neuron.2011.09.011
https://doi.org/10.1093/hmg/ddx348
https://doi.org/10.15252/emmm.201606403

Biomolecules 2023, 13, 1147 21 of 26

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

Lopez-Gonzalez, R.; Lu, Y.; Gendron, T.F; Karydas, A.; Tran, H.; Yang, D.; Petrucelli, L.; Miller, B.L.; Almeida, S.; Gao, E.-B.
Poly(GR) in C9ORF72-Related ALS/FTD Compromises Mitochondrial Function and Increases Oxidative Stress and DNA Damage
in IPSC-Derived Motor Neurons. Neuron 2016, 92, 383-391. [CrossRef]

Tran, D.; Chalhoub, A.; Schooley, A.; Zhang, W.; Ngsee, ] K. A Mutation in VAPB That Causes Amyotrophic Lateral Sclerosis Also
Causes a Nuclear Envelope Defect. J. Cell Sci. 2012, 125, 2831-2836. [CrossRef]

Zhong, Y.; Wang, ].; Henderson, M.].; Yang, P.; Hagen, B.M.; Siddique, T.; Vogel, B.E.; Deng, H.-X.; Fang, S. Nuclear Export of
Misfolded SOD1 Mediated by a Normally Buried NES-like Sequence Reduces Proteotoxicity in the Nucleus. eLife 2017, 6, €23759.
[CrossRef] [PubMed]

Gkogkas, C.; Middleton, S.; Kremer, A.M.; Wardrope, C.; Hannah, M.; Gillingwater, T.H.; Skehel, P. VAPB Interacts with and
Modulates the Activity of ATF6. Hum. Mol. Genet. 2008, 17, 1517-1526. [CrossRef] [PubMed]

Suzuki, H.; Kanekura, K.; Levine, T.P.; Kohno, K.; Olkkonen, V.M.; Aiso, S.; Matsuoka, M. ALS-Linked P56S-VAPB, an Aggregated
Loss-of-Function Mutant of VAPB, Predisposes Motor Neurons to ER Stress-Related Death by Inducing Aggregation of Co-
Expressed Wild-Type VAPB. J. Neurochem. 2009, 108, 973-985. [CrossRef] [PubMed]

Kanekura, K.; Suzuki, H.; Aiso, S.; Matsuoka, M. ER Stress and Unfolded Protein Response in Amyotrophic Lateral Sclerosis. Mol.
Neurobiol. 2009, 39, 81-89. [CrossRef] [PubMed]

Yamagishi, S.; Koyama, Y.; Katayama, T.; Taniguchi, M.; Hitomi, J.; Kato, M.; Aoki, M.; Itoyama, Y.; Kato, S.; Tohyama, M. An in
Vitro Model for Lewy Body-like Hyaline Inclusion/Astrocytic Hyaline Inclusion: Induction by ER Stress with an ALS-Linked
SOD1 Mutation. PLoS ONE 2007, 2, €1030. [CrossRef] [PubMed]

Dreser, A.; Vollrath, ].T.; Sechi, A.; Johann, S.; Roos, A.; Yamoah, A.; Katona, I.; Bohlega, S.; Wiemuth, D.; Tian, Y.; et al. The
ALS-Linked E102Q Mutation in Sigma Receptor-1 Leads to ER Stress-Mediated Defects in Protein Homeostasis and Dysregulation
of RNA-Binding Proteins. Cell Death Differ. 2017, 24, 1655-1671. [CrossRef]

Ilieva, E.V,; Ayala, V.; Jové, M.; Dalfo, E.; Cacabelos, D.; Povedano, M.; Bellmunt, M.].; Ferrer, I.; Pamplona, R.; Portero-Otin, M.
Oxidative and Endoplasmic Reticulum Stress Interplay in Sporadic Amyotrophic Lateral Sclerosis. Brain 2007, 130, 3111-3123.
[CrossRef]

Prosser, D.C.; Tran, D.; Gougeon, P.Y.; Verly, C.; Ngsee, ].K. FFAT Rescues VAPA-Mediated Inhibition of ER-to-Golgi Transport
and VAPB-Mediated ER Aggregation. J. Cell Sci. 2008, 121, 3052-3061. [CrossRef]

Skehel, P.A.; Martin, K.C.; Kandel, E.R.; Bartsch, D. A VAMP-Binding Protein from Aplysia Required for Neurotransmitter
Release. Science 1995, 269, 1580-1583. [CrossRef]

Nishimura, Y.; Hayashi, M.; Inada, H.; Tanaka, T. Molecular Cloning and Characterization of Mammalian Homologues of
Vesicle-Associated Membrane Protein-Associated (VAMP-Associated) Proteins. Biochem. Biophys. Res. Commun. 1999, 254, 21-26.
[CrossRef]

Raychaudhuri, S.; Im, Y.J.; Hurley, J.H.; Prinz, W.A. Nonvesicular Sterol Movement from Plasma Membrane to ER Requires
Oxysterol-Binding Protein-Related Proteins and Phosphoinositides. J. Cell Biol. 2006, 173, 107-119. [CrossRef] [PubMed]
Loewen, C.J.R; Levine, T.P. A Highly Conserved Binding Site in Vesicle-Associated Membrane Protein-Associated Protein (VAP)
for the FFAT Motif of Lipid-Binding Proteins. . Biol. Chem. 2005, 280, 14097-14104. [CrossRef] [PubMed]

Perry, R.].; Ridgway, N.D. Oxysterol-Binding Protein and Vesicle-Associated Membrane Protein-Associated Protein are Required
for Sterol-Dependent Activation of the Ceramide Transport Protein. Mol. Biol. Cell 2006, 17, 2604-2616. [CrossRef] [PubMed]
Manford, A.G.; Stefan, C.J.; Yuan, H.L.; MacGurn, J.A.; Emr, S.D. ER-to-Plasma Membrane Tethering Proteins Regulate Cell
Signaling and ER Morphology. Dev. Cell 2012, 23, 1129-1140. [CrossRef]

Loewen, C.J.R.;; Young, B.P; Tavassoli, S.; Levine, T.P. Inheritance of Cortical ER in Yeast Is Required for Normal Septin
Organization. J. Cell Biol. 2007, 179, 467-483. [CrossRef]

Rocha, N.; Kuijl, C.; van der Kant, R.; Janssen, L.; Houben, D.; Janssen, H.; Zwart, W.; Neefjes, J. Cholesterol Sensor ORP1L
Contacts the ER Protein VAP to Control Rab7-RILP-P150Glued and Late Endosome Positioning. J. Cell Biol. 2009, 185, 1209-1225.
[CrossRef]

Murphy, S.E.; Levine, T.P. VAP, a Versatile Access Point for the Endoplasmic Reticulum: Review and Analysis of FFAT-like Motifs
in the VAPome. Biochim. Biophys. Acta 2016, 1861, 952-961. [CrossRef]

Nishimura, A.L.; Mitne-Neto, M.; Silva, H.C.A; Richieri-Costa, A.; Middleton, S.; Cascio, D.; Kok, F.; Oliveira, ].R.M.; Gillingwater,
T.; Webb, J.; et al. A Mutation in the Vesicle-Trafficking Protein VAPB Causes Late-Onset Spinal Muscular Atrophy and
Amyotrophic Lateral Sclerosis. Am. J. Hum. Genet. 2004, 75, 822-831. [CrossRef]

Mitne-Neto, M.; Ramos, C.R.R.; Pimenta, D.C.; Luz, ].S.; Nishimura, A.L.; Gonzales, F.A.; Oliveira, C.C.; Zatz, M. A Mutation in
Human VAP-B-MSP Domain, Present in ALS Patients, Affects the Interaction with Other Cellular Proteins. Protein Expr. Purif.
2007, 55, 139-146. [CrossRef]

Kaiser, S.E.; Brickner, ].H.; Reilein, A.R.; Fenn, T.D.; Walter, P.; Brunger, A.T. Structural Basis of FFAT Motif-Mediated ER Targeting.
Structure 2005, 13, 1035-1045. [CrossRef]

Teuling, E.; Ahmed, S.; Haasdijk, E.; Demmers, J.; Steinmetz, M.O.; Akhmanova, A.; Jaarsma, D.; Hoogenraad, C.C. Motor Neuron
Disease-Associated Mutant Vesicle-Associated Membrane Protein-Associated Protein (VAP) B Recruits Wild-Type VAPs into
Endoplasmic Reticulum-Derived Tubular Aggregates. J. Neurosci. 2007, 27, 9801-9815. [CrossRef] [PubMed]

Ratnaparkhi, A.; Lawless, G.M.; Schweizer, EE.; Golshani, P; Jackson, G.R. A Drosophila Model of ALS: Human ALS-Associated
Mutation in VAP33A Suggests a Dominant Negative Mechanism. PLoS ONE 2008, 3, e2334. [CrossRef] [PubMed]


https://doi.org/10.1016/j.neuron.2016.09.015
https://doi.org/10.1242/jcs.102111
https://doi.org/10.7554/eLife.23759
https://www.ncbi.nlm.nih.gov/pubmed/28463106
https://doi.org/10.1093/hmg/ddn040
https://www.ncbi.nlm.nih.gov/pubmed/18263603
https://doi.org/10.1111/j.1471-4159.2008.05857.x
https://www.ncbi.nlm.nih.gov/pubmed/19183264
https://doi.org/10.1007/s12035-009-8054-3
https://www.ncbi.nlm.nih.gov/pubmed/19184563
https://doi.org/10.1371/journal.pone.0001030
https://www.ncbi.nlm.nih.gov/pubmed/17925878
https://doi.org/10.1038/cdd.2017.88
https://doi.org/10.1093/brain/awm190
https://doi.org/10.1242/jcs.028696
https://doi.org/10.1126/science.7667638
https://doi.org/10.1006/bbrc.1998.9876
https://doi.org/10.1083/jcb.200510084
https://www.ncbi.nlm.nih.gov/pubmed/16585271
https://doi.org/10.1074/jbc.M500147200
https://www.ncbi.nlm.nih.gov/pubmed/15668246
https://doi.org/10.1091/mbc.e06-01-0060
https://www.ncbi.nlm.nih.gov/pubmed/16571669
https://doi.org/10.1016/j.devcel.2012.11.004
https://doi.org/10.1083/jcb.200708205
https://doi.org/10.1083/jcb.200811005
https://doi.org/10.1016/j.bbalip.2016.02.009
https://doi.org/10.1086/425287
https://doi.org/10.1016/j.pep.2007.04.007
https://doi.org/10.1016/j.str.2005.04.010
https://doi.org/10.1523/JNEUROSCI.2661-07.2007
https://www.ncbi.nlm.nih.gov/pubmed/17804640
https://doi.org/10.1371/journal.pone.0002334
https://www.ncbi.nlm.nih.gov/pubmed/18523548

Biomolecules 2023, 13, 1147 22 of 26

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

Tsuda, H.; Han, S.M.; Yang, Y.; Tong, C.; Lin, Y.Q.; Mohan, K.; Haueter, C.; Zoghbi, A.; Harati, Y.; Kwan, J.; et al. The Amyotrophic
Lateral Sclerosis 8 Protein VAPB Is Cleaved, Secreted, and Acts as a Ligand for Eph Receptors. Cell 2008, 133, 963-977. [CrossRef]
[PubMed]

Brewer, ].W,; Diehl, J.A. PERK Mediates Cell-Cycle Exit during the Mammalian Unfolded Protein Response. Proc. Natl. Acad. Sci.
USA 2000, 97, 12625-12630. [CrossRef] [PubMed]

Harding, H.P; Novoa, I.; Zhang, Y.; Zeng, H.; Wek, R.; Schapira, M.; Ron, D. Regulated Translation Initiation Controls Stress-
Induced Gene Expression in Mammalian Cells. Mol. Cell. 2000, 6, 1099-1108. [CrossRef] [PubMed]

Yoshida, H.; Matsui, T.; Yamamoto, A.; Okada, T.; Mori, K. XBP1 MRNA Is Induced by ATF6 and Spliced by IRE1 in Response to
ER Stress to Produce a Highly Active Transcription Factor. Cell 2001, 107, 881-891. [CrossRef]

Haze, K.; Yoshida, H.; Yanagi, H.; Yura, T.; Mori, K. Mammalian Transcription Factor ATF6 Is Synthesized as a Transmembrane
Protein and Activated by Proteolysis in Response to Endoplasmic Reticulum Stress. Mol. Biol. Cell 1999, 10, 3787-3799. [CrossRef]
Nakamichi, S.; Yamanaka, K.; Suzuki, M.; Watanabe, T.; Kagiwada, S. Human VAPA and the Yeast VAP Scs2p with an Altered
Proline Distribution Can Phenocopy Amyotrophic Lateral Sclerosis-Associated VAPB(P56S). Biochem. Biophys. Res. Commun.
2011, 404, 605-609. [CrossRef]

Longtine, M.S.; Mckenzie, A., III; Demarini, D.J.; Shah, N.G.; Wach, A.; Brachat, A.; Philippsen, P.; Pringle, ].R. Additional
Modules for Versatile and Economical PCR-based Gene Deletion and Modification in Saccharomyces cerevisiae. Yeast 1998, 14,
953-961. [CrossRef]

Goldstein, A.L.; McCusker, ].H. Three New Dominant Drug Resistance Cassettes for Gene Disruption in Saccharomyces cerevisiae.
Yeast 1999, 15, 1541-1553. [CrossRef]

Schiestl, R H.; Gietz, R.D. High Efficiency Transformation of Intact Yeast Cells Using Single Stranded Nucleic Acids as a Carrier.
Curr. Genet. 1989, 16, 339-346. [CrossRef] [PubMed]

Sikorski, R.S.; Hieter, P. A System of Shuttle Vectors and Yeast Host Strains Designed for Efficient Manipulation of DNA in
Saccharomyces cerevisiae. Genetics 1989, 122, 19-27. [CrossRef] [PubMed]

Audhya, A.; Emr, S.D. Regulation of PI4,5P2 Synthesis by Nuclear-Cytoplasmic Shuttling of the Mss4 Lipid Kinase. EMBO ].
2003, 22, 4223-4236. [CrossRef] [PubMed]

Prosser, D.C.; Wrasman, K.; Woodard, T.K.; O’Donnell, A.F.; Wendland, B. Applications of PHluorin for Quantitative, Kinetic and
High-Throughput Analysis of Endocytosis in Budding Yeast. J. Vis. Exp. 2016, 116, €54587. [CrossRef]

Deng, H.-X.; Hentati, A.; Tainer, J.A.; Igbal, Z.; Cayabyab, A.; Hung, W.-Y.; Getzoff, E.D.; Hu, P.; Herzfeldt, B.; Roos, R.P; et al.
Amyotrophic Lateral Sclerosis and Structural Defects in Cu,Zn Superoxide Dismutase. Science 1993, 261, 1047-1051. [CrossRef]
Rosen, D.R.; Bowling, A.C.; Patterson, D.; Usdin, T.B.; Sapp, P; Mezey, E.; McKenna-Yasek, D.; O'Regan, J.; Rahmani, Z,;
Ferrante, RJ.; et al. A Frequent Ala 4 to Val Superoxide Dismutase-1 Mutation Is Associated with a Rapidly Progressive Familial
Amyotrophic Lateral Sclerosis. Hum. Mol. Genet. 1994, 3, 981-987. [CrossRef]

Ogasawara, M.; Matsubara, Y.; Narisawa, K.; Aoki, M.; Nakamura, S.; Itoyama, Y.; Abe, K. Mild ALS in Japan Associated with
Novel SOD Mutation. Nat. Genet. 1993, 5, 323-324. [CrossRef]

Kawamata, ].; Hasegawa, H.; Shimohama, S.; Kimura, J.; Tanaka, S.; Ueda, K. Leu106-to-Val (CTC-to-GTC) Mutation of Superoxide
Dismutase-1 Gene in Patient with Familial Amyotrophic Lateral Sclerosis in Japan. Lancet 1994, 343, 1501. [CrossRef]
Andersen, PM.; Forsgren, L.; Binzer, M.; Nilsson, P.; Ala-Hurula, V.; Keranen, M.-L.; Bergmark, L.; Saarinen, A.; Haltia, T,;
Tarvainen, I; et al. Autosomal Recessive Adult-Onset Amyotrophic Lateral Sclerosis Associated with Homozygosity for Asp90Ala
CuZn-Superoxide Dismutase Mutation: A Clinical and Genealogical Study of 36 Patients. Brain 1996, 119, 1153-1172. [CrossRef]
Ikeda, M.; Abe, K.; Aoki, M.; Sahara, M.; Watanabe, M.; Shoji, M.; George-Hyslop, PH.S.; Hirai, S.; Itoyama, Y. Variable Clinical
Symptoms in Familial Amyotrophic Lateral Sclerosis with a Novel Point Mutation in the Cu/Zn Superoxide Dismutase Gene.
Neurology 1995, 45, 2038-2042. [CrossRef]

Sapp, P.C.; Rosen, D.R.; Hosler, B.A.; Esteban, J.; McKenna-Yasek, D.; O’regan, J.P.; Horvitz, H.R.; Brown, R.H. Identification of
Three Novel Mutations in the Gene for CuZn Superoxide Dismutase in Patients with Familial Amyotrophic Lateral Sclerosis.
Neuromuscul. Disord. 1995, 5, 353-357. [CrossRef] [PubMed]

Morita, M.; Aoki, M.; Abe, K.; Hasegawa, T.; Sakuma, R.; Onodera, Y.; Ichikawa, N.; Nishizawa, M.; Itoyama, Y. A Novel Two-Base
Mutation in the CuZn Superoxide Dismutase Gene Associated with Familial Amyotrophic Lateral Sclerosis in Japan. Neurosci.
Lett. 1996, 205, 79-82. [CrossRef]

Kostrzewa, M.; Damian, M.S.; Miiller, U. Superoxide Dismutase 1: Identification of a Novel Mutation in a Case of Familial
Amyotrophic Lateral Sclerosis. Hum. Genet. 1996, 98, 48-50. [CrossRef] [PubMed]

Jones, C.T.; Swingler, R.J.; Brock, D.J. Identification of a Novel SOD1 Mutation in an Apparently Sporadic Amyotrophic Lateral
Sclerosis Patient and the Detection of Ile113Thr in Three Others. Hum. Mol. Genet. 1994, 3, 649-650. [CrossRef] [PubMed]
Watanabe, M.; Aoki, M.; Abe, K.; Shoji, M.; lizuka, T.; Ikeda, Y.; Hirai, S.; Kurokawa, K.; Kato, T.; Sasaki, H.; et al. A Novel
Missense Point Mutation (S134N) of the Cu/Zn Superoxide Dismutase Gene in a Patient with Familial Motor Neuron Disease.
Hum. Mutat. 1997, 9, 69-71. [CrossRef]

Aoki, M.; Abe, K.; Houi, K.; Ogasawara, M.; Matsubara, Y.; Kobayashi, T.; Mochio, S.; Narisawa, K.; Itoyama, Y. Variance of
Age at Onset in a Japanese Family with Amyotrophic Lateral Sclerosis Associated with a Novel Cu/Zn Superoxide Dismutase
Mutation. Ann. Neurol. 1995, 37, 676—679. [CrossRef]


https://doi.org/10.1016/j.cell.2008.04.039
https://www.ncbi.nlm.nih.gov/pubmed/18555774
https://doi.org/10.1073/pnas.220247197
https://www.ncbi.nlm.nih.gov/pubmed/11035797
https://doi.org/10.1016/S1097-2765(00)00108-8
https://www.ncbi.nlm.nih.gov/pubmed/11106749
https://doi.org/10.1016/S0092-8674(01)00611-0
https://doi.org/10.1091/mbc.10.11.3787
https://doi.org/10.1016/j.bbrc.2010.12.011
https://doi.org/10.1002/(SICI)1097-0061(199807)14:10&lt;953::AID-YEA293&gt;3.0.CO;2-U
https://doi.org/10.1002/(SICI)1097-0061(199910)15:14&lt;1541::AID-YEA476&gt;3.0.CO;2-K
https://doi.org/10.1007/BF00340712
https://www.ncbi.nlm.nih.gov/pubmed/2692852
https://doi.org/10.1093/genetics/122.1.19
https://www.ncbi.nlm.nih.gov/pubmed/2659436
https://doi.org/10.1093/emboj/cdg397
https://www.ncbi.nlm.nih.gov/pubmed/12912920
https://doi.org/10.3791/54587
https://doi.org/10.1126/science.8351519
https://doi.org/10.1093/hmg/3.6.981
https://doi.org/10.1038/ng1293-323
https://doi.org/10.1016/S0140-6736(94)92610-7
https://doi.org/10.1093/brain/119.4.1153
https://doi.org/10.1212/WNL.45.11.2038
https://doi.org/10.1016/0960-8966(95)00007-A
https://www.ncbi.nlm.nih.gov/pubmed/7496169
https://doi.org/10.1016/0304-3940(96)12378-8
https://doi.org/10.1007/s004390050157
https://www.ncbi.nlm.nih.gov/pubmed/8682505
https://doi.org/10.1093/hmg/3.4.649
https://www.ncbi.nlm.nih.gov/pubmed/8069312
https://doi.org/10.1002/(SICI)1098-1004(1997)9:1&lt;69::AID-HUMU14&gt;3.0.CO;2-N
https://doi.org/10.1002/ana.410370518

Biomolecules 2023, 13, 1147 23 of 26

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

Kawamata, J.; Shimohama, S.; Takano, S.; Harada, K.; Ueda, K.; Kimura, J. Novel G16S (GGC-AGC) Mutation in the SOD-1 Gene
in a Patient with Apparently Sporadic Young-onset Amyotrophic Lateral Sclerosis. Hum. Mutat. 1997, 9, 356-358. [CrossRef]
Zu, ].S.; Deng, H.-X,; Lo, T.P,; Mitsumoto, H.; Ahmed, M.S.; Hung, W.-Y.; Cai, Z.-].; Tainer, J.A.; Siddique, T. Exon 5 Encoded
Domain Is Not Required for the Toxic Function of Mutant SOD1 but Essential for the Dismutase Activity: Identification and
Characterization of Two New SOD1 Mutations Associated with Familial Amyotrophic Lateral Sclerosis. Neurogenetics 1997, 1,
65-71. [CrossRef]

Orrell, RW.; Marklund, S.L.; de Belleroche, J.S. Familial ALS is Associated with Mutations in All Exons of SOD1: A Novel
Mutation in Exon 3 (Gly72Ser). ]. Neurol. Sci. 1997, 153, 46—49. [CrossRef]

Penco, S.; Schenone, A.; Bordo, D.; Bolognesi, M.; Abbruzzese, M.; Bugiani, O.; Ajmar, F.; Garre, C. A SOD1 Gene Mutation in a
Patient with Slowly Progressing Familial ALS. Neurology 1999, 53, 404—406. [CrossRef]

Gellera, C.; Castellotti, B.; Riggio, M.C; Silani, V.; Morandi, L.; Testa, D.; Casali, C.; Taroni, F.; Donato, S.D.; Zeviani, M.; et al.
Superoxide Dismutase Gene Mutations in Italian Patients with Familial and Sporadic Amyotrophic Lateral Sclerosis: Identification
of Three Novel Missense Mutations. Neuromuscul. Disord. 2001, 11, 404—410. [CrossRef] [PubMed]

Alexander, M.D.; Traynor, B.].; Miller, N.; Corr, B.; Frost, E.; McQuaid, S.; Brett, EM.; Green, A.; Hardiman, O. “True” Sporadic
ALS Associated with a Novel SOD-1 Mutation. Ann. Neurol. 2002, 52, 680-683. [CrossRef] [PubMed]

Khoris, J.; Moulard, B.; Briolotti, V.; Hayer, M.; Durieux, A.; Clavelou, P.; Malafosse, A.; Rouleau, G.A.; Camu, W. Coexistence of
Dominant and Recessive Familial Amyotrophic Lateral Sclerosis with the D90A Cu,Zn Superoxide Dismutase Mutation within
the Same Country. Eur. J. Neurol. 2000, 7, 207-211. [CrossRef] [PubMed]

Elshafey, A.; Lanyon, W.G.; Connor, ].M. Identification of a New Missense Point Mutation in Exon 4 of the Cu/Zn Superoxide
Dismutase (SOD-1) Gene in a Family with Amyotrophic Lateral Sclerosis. Hum. Mol. Genet. 1994, 3, 363-364. [CrossRef] [PubMed]
Ezer, S.; Daana, M.; Park, ] H.; Yanovsky-Dagan, S.; Nordstrom, U.; Basal, A.; Edvardson, S.; Saada, A.; Otto, M.; Meiner, V.; et al.
Infantile SOD1 Deficiency Syndrome Caused by a Homozygous SOD1 Variant with Absence of Enzyme Activity. Brain 2021, 145,
872-878. [CrossRef]

Moreira, M.-C.; Klur, S.; Watanabe, M.; Németh, A.H.; Ber, I.L.; Moniz, J.-C.; Tranchant, C.; Aubourg, P; Tazir, M.; Schols, L.; et al.
Senataxin, the Ortholog of a Yeast RNA Helicase, is Mutant in Ataxia-Ocular Apraxia 2. Nat. Genet. 2004, 36, 225-227. [CrossRef]
Dugquette, A.; Roddier, K.; McNabb-Baltar, J.; Gosselin, I.; St-Denis, A.; Dicaire, M.; Loisel, L.; Labuda, D.; Marchand, L.; Mathieu,
J.; et al. Mutations in Senataxin Responsible for Quebec Cluster of Ataxia with Neuropathy. Ann. Neurol. 2005, 57, 408—414.
[CrossRef]

Bassuk, A.G.; Chen, Y.Z.; Batish, S.D.; Nagan, N.; Opal, P.; Chance, P.E; Bennett, C.L. In Cis Autosomal Dominant Mutation of
Senataxin Associated with Tremor/Ataxia Syndrome. Neurogenetics 2007, 8, 45—49. [CrossRef]

Asaka, T.; Yokoji, H.; Ito, J.; Yamaguchi, K.; Matsushima, A. Autosomal Recessive Ataxia with Peripheral Neuropathy and
Elevated AFP: Novel Mutations in SETX. Neurology 2006, 66, 1580-1581. [CrossRef]

Fogel, B.L.; Perlman, S. Novel Mutations in the Senataxin DNA/RNA Helicase Domain in Ataxia with Oculomotor Apraxia 2.
Neurology 2006, 67, 2083-2084. [CrossRef]

Anheim, M.; Fleury, M.-C.; Franques, J.; Moreira, M.-C.; Delaunoy, J.-P,; Stoppa-Lyonnet, D.; Koenig, M.; Tranchant, C. Clinical
and Molecular Findings of Ataxia with Oculomotor Apraxia Type 2 in 4 Families. Arch. Neurol. 2008, 65, 958-962. [CrossRef]
[PubMed]

Chen, H.-J.; Anagnostou, G.; Chai, A.; Withers, J.; Morris, A.; Adhikaree, J.; Pennetta, G.; de Belleroche, J.S. Characterization of
the Properties of a Novel Mutation in VAPB in Familial Amyotrophic Lateral Sclerosis. J. Biol. Chem. 2010, 285, 40266-40281.
[CrossRef] [PubMed]

Chow, C.Y;; Zhang, Y.; Dowling, J.J.; Jin, N.; Adamska, M.; Shiga, K.; Szigeti, K.; Shy, M.E.; Li, J.; Zhang, X.; et al. Mutation of FIG4
Causes Neurodegeneration in the Pale Tremor Mouse and Patients with CMT4]J. Nature 2007, 448, 68-72. [CrossRef] [PubMed]
Chow, C.Y.; Landers, J.E.; Bergren, S.K.; Sapp, P.C.; Grant, A.E.; Jones, ].M.; Everett, L.; Lenk, G.M.; McKenna-Yasek, D.M,;
Weisman, L.S.; et al. Deleterious Variants of FIG4, a Phosphoinositide Phosphatase, in Patients with ALS. Am. |. Hum. Genet. 2009,
84, 85-88. [CrossRef] [PubMed]

Corona-Rivera, ].R.; Romo-Huerta, C.O.; Lopez-Marure, E.; Ramos, F]J.; Estrada-Padilla, S.A.; Zepeda-Romero, L.C. New Ocular
Findings in Two Sisters with Yunis—Varén Syndrome and Literature Review. Eur. J. Med. Genet. 2011, 54, 76-81. [CrossRef]
[PubMed]

Campeau, PM.; Lenk, GM,; Lu, ].T.; Bae, Y.; Burrage, L.; Turnpenny, P.; Corona-Rivera, ].R.; Morandi, L.; Mora, M.; Reutter, H.;
et al. Yunis-Varén Syndrome is Caused by Mutations in FIG4, Encoding a Phosphoinositide Phosphatase. Am. J. Hum. Genet.
2013, 92, 781-791. [CrossRef]

Nicholson, G.; Lenk, G.M.; Reddel, S.W.; Grant, A.E.; Towne, C.E; Ferguson, C.J.; Simpson, E.; Scheuerle, A.; Yasick, M.; Hoffman,
S.; et al. Distinctive Genetic and Clinical Features of CMT4]: A Severe Neuropathy Caused by Mutations in the PI(3,5)P2
Phosphatase FIG4. Brain ]. Neurol. 2011, 134, 1959-1971. [CrossRef]

Baulac, S.; Lenk, G.M.; Dufresnois, B.; Bencheikh, B.O.A.; Couarch, P; Renard, J.; Larson, P.A.; Ferguson, C.]J.; Noé, E.; Poirier,
K.; et al. Role of the Phosphoinositide Phosphatase FIG4 Gene in Familial Epilepsy with Polymicrogyria. Neurology 2014, 82,
1068-1075. [CrossRef]


https://doi.org/10.1002/(SICI)1098-1004(1997)9:4&lt;356::AID-HUMU9&gt;3.0.CO;2-3
https://doi.org/10.1007/s100480050010
https://doi.org/10.1016/S0022-510X(97)00181-0
https://doi.org/10.1212/WNL.53.2.404
https://doi.org/10.1016/S0960-8966(00)00215-7
https://www.ncbi.nlm.nih.gov/pubmed/11369193
https://doi.org/10.1002/ana.10369
https://www.ncbi.nlm.nih.gov/pubmed/12402272
https://doi.org/10.1046/j.1468-1331.2000.00028.x
https://www.ncbi.nlm.nih.gov/pubmed/10809943
https://doi.org/10.1093/hmg/3.2.363
https://www.ncbi.nlm.nih.gov/pubmed/8004110
https://doi.org/10.1093/brain/awab416
https://doi.org/10.1038/ng1303
https://doi.org/10.1002/ana.20408
https://doi.org/10.1007/s10048-006-0067-8
https://doi.org/10.1212/01.wnl.0000216135.59699.9b
https://doi.org/10.1212/01.wnl.0000247661.19601.28
https://doi.org/10.1001/archneur.65.7.958
https://www.ncbi.nlm.nih.gov/pubmed/18625865
https://doi.org/10.1074/jbc.M110.161398
https://www.ncbi.nlm.nih.gov/pubmed/20940299
https://doi.org/10.1038/nature05876
https://www.ncbi.nlm.nih.gov/pubmed/17572665
https://doi.org/10.1016/j.ajhg.2008.12.010
https://www.ncbi.nlm.nih.gov/pubmed/19118816
https://doi.org/10.1016/j.ejmg.2010.09.013
https://www.ncbi.nlm.nih.gov/pubmed/20932945
https://doi.org/10.1016/j.ajhg.2013.03.020
https://doi.org/10.1093/brain/awr148
https://doi.org/10.1212/WNL.0000000000000241

Biomolecules 2023, 13, 1147 24 of 26

79.

80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.

92.

93.

94.

95.

96.

97.

98.

99.

100.

Pulst, S.M.; Nechiporuk, A.; Nechiporuk, T.; Gispert, S.; Chen, X.N.; Lopes-Cendes, I.; Pearlman, S.; Starkman, S.; Orozco-Diaz,
G.; Lunkes, A.; et al. Moderate Expansion of a Normally Biallelic Trinucleotide Repeat in Spinocerebellar Ataxia Type 2. Nat.
Genet. 1996, 14, 269-276. [CrossRef]

Watts, G.D.J.; Wymer, J.; Kovach, M.].; Mehta, S.G.; Mumm, S.; Darvish, D.; Pestronk, A.; Whyte, M.P.; Kimonis, V.E. Inclusion
Body Myopathy Associated with Paget Disease of Bone and Frontotemporal Dementia is Caused by Mutant Valosin-Containing
Protein. Nat. Genet. 2004, 36, 377-381. [CrossRef]

Haubenberger, D.; Bittner, R.E.; Rauch-Shorny, S.; Zimprich, F; Mannhalter, C.; Wagner, L.; Mineva, L; Vass, K.; Auff, E.; Zimprich,
A. Inclusion Body Myopathy and Paget Disease Is Linked to a Novel Mutation in the VCP Gene. Neurology 2005, 65, 1304-1305.
[CrossRef] [PubMed]

Johnson, J.O.; Mandrioli, J.; Benatar, M.; Abramzon, Y.; Deerlin, V.M.V.; Trojanowski, ].Q.; Gibbs, ].R.; Brunetti, M.; Gronka, S.;
Wuu, J.; et al. Exome Sequencing Reveals VCP Mutations as a Cause of Familial ALS. Neuron 2010, 68, 857-864. [CrossRef]
Gonzalez, M.A; Feely, S.M.; Speziani, F,; Strickland, A.V.; Danzi, M.; Bacon, C.; Lee, Y.; Chou, T.-F; Blanton, S.H.; Weihl, C.C,;
et al. A Novel Mutation in VCP Causes Charcot-Marie-Tooth Type 2 Disease. Brain 2014, 137, 2897-2902. [CrossRef] [PubMed]
Jerath, N.U.; Crockett, C.D.; Moore, S.A.; Shy, M.E.; Weihl, C.C.; Chou, T.-F; Grider, T.; Gonzalez, M.A.; Zuchner, S.; Swenson, A.
Rare Manifestation of a ¢.290 C>T, p.Gly97Glu VCP Mutation. Case Rep. Genet. 2015, 2015, 239167. [CrossRef] [PubMed]
Abrahao, A.; Neto, O.A.; Kok, E; Zanoteli, E.; Santos, B.; de Rezende Pinto, W.B.V.; Barsottini, O.G.P.; Oliveira, A.S.B.; Pedroso, J.L.
One Family, One Gene and Three Phenotypes: A Novel VCP (Valosin-Containing Protein) Mutation Associated with Myopathy
with Rimmed Vacuoles, Amyotrophic Lateral Sclerosis and Frontotemporal Dementia. J. Neurol. Sci. 2016, 368, 352-358. [CrossRef]
Darwich, N.F; Phan, ].M.,; Kim, B.; Suh, E.; Papatriantafyllou, J.D.; Changolkar, L.; Nguyen, A.T.; O’'Rourke, C.M.; He, Z.; Porta,
S.; et al. Autosomal Dominant VCP Hypomorph Mutation Impairs Disaggregation of PHF-Tau. Science 2020, 370, eaay8826.
[CrossRef]

Wong, T.H.; Pottier, C.; Hondius, D.; Meeter, L. H.H.; van Rooij, ].G.J.; Melhem, S.; Bank, T.N.B.; van Minkelen, R.; van Duijn,
C.M.; Rozemuller, A.].M.; et al. Three VCP Mutations in Patients with Frontotemporal Dementia. |. Alzheimer’s Dis. 2018, 65,
1139-1146. [CrossRef]

Al-Saif, A.; Al-Mohanna, F.; Bohlega, S. A Mutation in Sigma-1 Receptor Causes Juvenile Amyotrophic Lateral Sclerosis. Ann.
Neurol. 2011, 70, 913-919. [CrossRef]

Skibinski, G.; Parkinson, N.J.; Brown, ].M.; Chakrabarti, L.; Lloyd, S.L.; Hummerich, H.; Nielsen, J.E.; Hodges, ].R.; Spillantini,
M.G,; Thusgaard, T.; et al. Mutations in the Endosomal ESCRTIII-Complex Subunit CHMP2B in Frontotemporal Dementia. Nat.
Genet. 2005, 37, 806-808. [CrossRef]

Parkinson, N.; Ince, P.G.; Smith, M.O.; Highley, R.; Skibinski, G.; Andersen, PM.; Morrison, K.E.; Pall, H.S.; Hardiman, O.;
Collinge, J.; et al. ALS Phenotypes with Mutations in CHMP2B (Charged Multivesicular Body Protein 2B). Neurology 2006, 67,
1074-1077. [CrossRef]

van der Zee, J.; Urwin, H.; Engelborghs, S.; Bruyland, M.; Vandenberghe, R.; Dermaut, B.; Pooter, T.D.; Peeters, K.; Santens, P.;
Deyn, PP.D.; et al. CHMP2B C-Truncating Mutations in Frontotemporal Lobar Degeneration Are Associated with an Aberrant
Endosomal Phenotype in Vitro. Hum. Mol. Genet. 2007, 17, 313-322. [CrossRef] [PubMed]

Kim, H.J.; Kim, N.C.; Wang, Y.-D.; Scarborough, E.A.; Moore, J.; Diaz, Z.; MacLea, K.S.; Freibaum, B.; Li, S.; Molliex, A.; et al.
Mutations in Prion-like Domains in HnRNPA2B1 and HnRNPA1 Cause Multisystem Proteinopathy and ALS. Nature 2013, 495,
467-473. [CrossRef] [PubMed]

Smith, B.N.; Ticozzi, N.; Fallini, C.; Gkazi, A.S.; Topp, S.; Kenna, K.P,; Scotter, E.L.; Kost, J.; Keagle, P.; Miller, ] W.; et al.
Exome-Wide Rare Variant Analysis Identifies TUBA4A Mutations Associated with Familial ALS. Neuron 2014, 84, 324-331.
[CrossRef]

Strassel, C.; Magiera, M.M.; Dupuis, A.; Batzenschlager, M.; Hovasse, A.; Pleines, I.; Guéguen, P,; Eckly, A.; Moog, S.; Mallo, L.;
et al. An Essential Role for A4A-Tubulin in Platelet Biogenesis. Life Sci. Alliance 2019, 2, e201900309. [CrossRef]

Reid, E.; Kloos, M.; Ashley-Koch, A.; Hughes, L.; Bevan, S.; Svenson, LK.; Graham, F.L.; Gaskell, P.C.; Dearlove, A.; Pericak-Vance,
M.A.; et al. A Kinesin Heavy Chain (KIF5A) Mutation in Hereditary Spastic Paraplegia (SPG10). Am. |. Hum. Genet. 2002, 71,
1189-1194. [CrossRef]

Fichera, M.; Giudice, M.L.; Falco, M.; Sturnio, M.; Amata, S.; Calabrese, O.; Bigoni, S.; Calzolari, E.; Neri, M. Evidence of Kinesin
Heavy Chain (KIF5A) Involvement in Pure Hereditary Spastic Paraplegia. Neurology 2004, 63, 1108-1110. [CrossRef] [PubMed]
Goizet, C.; Boukhris, A.; Mundwiller, E.; Tallaksen, C.; Forlani, S.; Toutain, A.; Carriere, N.; Paquis, V.; Depienne, C.; Durr, A;
et al. Complicated Forms of Autosomal Dominant Hereditary Spastic Paraplegia Are Frequent in SPG10. Hum. Mutat. 2009, 30,
E376-E385. [CrossRef] [PubMed]

Crimella, C.; Baschirotto, C.; Arnoldi, A.; Tonelli, A.; Tenderini, E.; Airoldi, G.; Martinuzzi, A.; Trabacca, A.; Losito, L.; Scarlato,
M.; et al. Mutations in the Motor and Stalk Domains of KIF5A in Spastic Paraplegia Type 10 and in Axonal Charcot-Marie-Tooth
Type 2. Clin. Genet. 2012, 82, 157-164. [CrossRef]

Liu, Y.-T;; Laura, M.; Hersheson, J.; Horga, A.; Jaunmuktane, Z.; Brandner, S.; Pittman, A.; Hughes, D.; Polke, ] M.; Sweeney, M.G,;
et al. Extended Phenotypic Spectrum of KIFSA Mutations. Neurology 2014, 83, 612-619. [CrossRef]

Dawkins, J.L.; Hulme, D.J.; Brahmbhatt, S.B.; Auer-Grumbach, M.; Nicholson, G.A. Mutations in SPTLC1, Encoding Serine
Palmitoyltransferase, Long Chain Base Subunit-1, Cause Hereditary Sensory Neuropathy Type I. Nat. Genet. 2001, 27, 309-312.
[CrossRef]


https://doi.org/10.1038/ng1196-269
https://doi.org/10.1038/ng1332
https://doi.org/10.1212/01.wnl.0000180407.15369.92
https://www.ncbi.nlm.nih.gov/pubmed/16247064
https://doi.org/10.1016/j.neuron.2010.11.036
https://doi.org/10.1093/brain/awu224
https://www.ncbi.nlm.nih.gov/pubmed/25125609
https://doi.org/10.1155/2015/239167
https://www.ncbi.nlm.nih.gov/pubmed/25878907
https://doi.org/10.1016/j.jns.2016.07.048
https://doi.org/10.1126/science.aay8826
https://doi.org/10.3233/JAD-180301
https://doi.org/10.1002/ana.22534
https://doi.org/10.1038/ng1609
https://doi.org/10.1212/01.wnl.0000231510.89311.8b
https://doi.org/10.1093/hmg/ddm309
https://www.ncbi.nlm.nih.gov/pubmed/17956895
https://doi.org/10.1038/nature11922
https://www.ncbi.nlm.nih.gov/pubmed/23455423
https://doi.org/10.1016/j.neuron.2014.09.027
https://doi.org/10.26508/lsa.201900309
https://doi.org/10.1086/344210
https://doi.org/10.1212/01.WNL.0000138731.60693.D2
https://www.ncbi.nlm.nih.gov/pubmed/15452312
https://doi.org/10.1002/humu.20920
https://www.ncbi.nlm.nih.gov/pubmed/18853458
https://doi.org/10.1111/j.1399-0004.2011.01717.x
https://doi.org/10.1212/WNL.0000000000000691
https://doi.org/10.1038/85879

Biomolecules 2023, 13, 1147 25 of 26

101.

102.

103.

104.

105.

106.

107.

108.

109.

110.

111.

112.

113.

114.

115.

116.

117.

118.

119.

120.

121.

122.

123.

124.

Bejaoui, K.; Wu, C.; Scheffler, M.D.; Haan, G.; Ashby, P.; Wu, L.; de Jong, P.; Brown, R.H. SPTLC1 is Mutated in Hereditary Sensory
Neuropathy, Type 1. Nat. Genet. 2001, 27, 261-262. [CrossRef] [PubMed]

Rotthier, A.; Baets, J.; Vriendt, E.D.; Jacobs, A.; Auer-Grumbach, M.; Lévy, N.; Bonello-Palot, N.; Kilic, S.S.; Weis, J.; Nascimento,
A.; et al. Genes for Hereditary Sensory and Autonomic Neuropathies: A Genotype-Phenotype Correlation. Brain 2009, 132,
2699-2711. [CrossRef] [PubMed]

Auer-Grumbach, M.; Bode, H.; Pieber, T.R.; Schabhiittl, M.; Fischer, D.; Seidl, R.; Graf, E.; Wieland, T.; Schuh, R.; Vacariu, G.; et al.
Mutations at Ser331 in the HSN Type I Gene SPTLC1 are Associated with a Distinct Syndromic Phenotype. Eur. |. Med. Genet.
2013, 56, 266-269. [CrossRef] [PubMed]

Mohassel, P.; Donkervoort, S.; Lone, M.A.; Nalls, M.; Gable, K.; Gupta, S.D.; Foley, A.R.; Hu, Y.; Saute, ]. A.M.; Moreira, A.L.; et al.
Childhood Amyotrophic Lateral Sclerosis Caused by Excess Sphingolipid Synthesis. Nat. Med. 2021, 27, 1197-1204. [CrossRef]
[PubMed]

Bannwarth, S.; Ait-El-Mkadem, S.; Chaussenot, A.; Genin, E.C.; Lacas-Gervais, S.; Fragaki, K.; Berg-Alonso, L.; Kageyama, Y.;
Serre, V.; Moore, D.G; et al. A Mitochondrial Origin for Frontotemporal Dementia and Amyotrophic Lateral Sclerosis through
CHCHD10 Involvement. Brain 2014, 137, 2329-2345. [CrossRef] [PubMed]

Penttild, S.; Jokela, M.; Bouquin, H.; Saukkonen, A.M.; Toivanen, J.; Udd, B. Late Onset Spinal Motor Neuronopathy is Caused by
Mutation in CHCHD10. Ann. Neurol. 2015, 77, 163-172. [CrossRef]

Ajroud-Diriss, S.; Fecto, F; Ajroud, K.; Lalani, I.; Calvo, S.E.; Mootha, VK,; Deng, H.-X.; Siddique, N.; Tahmoush, A.].; Heiman-
Patterson, T.D.; et al. Mutation in the Novel Nuclear-Encoded Mitochondrial Protein CHCHD10 in a Family with Autosomal
Dominant Mitochondrial Myopathy. Neurogenetics 2015, 16, 1-9. [CrossRef]

Williams, K.L.; Topp, S.; Yang, S.; Smith, B.; Fifita, ].A.; Warraich, S.T.; Zhang, K.Y.; Farrawell, N.; Vance, C.; Hu, X; et al. CCNF
Mutations in Amyotrophic Lateral Sclerosis and Frontotemporal Dementia. Nat. Commun. 2016, 7, 11253. [CrossRef]

Lord, S.J.; Velle, K.B.; Mullins, R.D.; Fritz-Laylin, L.K. SuperPlots: Communicating Reproducibility and Variability in Cell Biology.
J. Cell Biol. 2020, 219, €202001064. [CrossRef]

Gkogkas, C.; Wardrope, C.; Hannah, M.; Skehel, P. The ALS8-Associated Mutant VAPBP56S Is Resistant to Proteolysis in Neurons.
J. Neurochem. 2011, 117, 286-294. [CrossRef]

Barnes, G.; Hansen, W.J.; Holcomb, C.L.; Rine, J. Asparagine-Linked Glycosylation in Saccharomyces cerevisiae: Genetic Analysis of
an Early Step. Mol. Cell Biol. 1984, 4, 2381-2388. [CrossRef] [PubMed]

Ho, B.; Baryshnikova, A.; Brown, G.W. Unification of Protein Abundance Datasets Yields a Quantitative Saccharomyces cerevisiae
Proteome. Cell Syst. 2018, 6, 192-205.e3. [CrossRef] [PubMed]

Ghaemmaghami, S.; Huh, W.-K_; Bower, K.; Howson, R.W,; Belle, A.; Dephoure, N.; O’Shea, E.K.; Weissman, J.S. Global Analysis
of Protein Expression in Yeast. Nature 2003, 425, 737-741. [CrossRef] [PubMed]

Kulak, N.A,; Pichler, G.; Paron, I.; Nagaraj, N.; Mann, M. Minimal, Encapsulated Proteomic-Sample Processing Applied to
Copy-Number Estimation in Eukaryotic Cells. Nat. Meth. 2014, 11, 319-324. [CrossRef]

Nagaraj, N.; Kulak, N.A.; Cox, J.; Neuhauser, N.; Mayr, K.; Hoerning, O.; Vorm, O.; Mann, M. System-Wide Perturbation Analysis
with Nearly Complete Coverage of the Yeast Proteome by Single-Shot Ultra HPLC Runs on a Bench Top Orbitrap. Mol. Cell.
Proteom. 2012, 11, M111.013722. [CrossRef]

Peng, M.,; Taouatas, N.; Cappadona, S.; van Breukelen, B.; Mohammed, S.; Scholten, A.; Heck, A.J.R. Protease Bias in Absolute
Protein Quantitation. Nat. Meth. 2012, 9, 524-525. [CrossRef]

Webb, KJ.; Xu, T.; Park, S.K,; Yates, ].R. Modified MuDPIT Separation Identified 4488 Proteins in a System-Wide Analysis of
Quiescence in Yeast. J. Proteome Res. 2013, 12, 2177-2184. [CrossRef]

Yofe, I.; Weill, U.; Meurer, M.; Chuartzman, S.; Zalckvar, E.; Goldman, O.; Ben-Dor, S.; Schiitze, C.; Wiedemann, N.; Knop, M;
et al. One Library to Make Them All: Streamlining the Creation of Yeast Libraries via a SWAp-Tag Strategy. Nat. Meth. 2016, 13,
371-378. [CrossRef]

Treusch, S.; Hamamichi, S.; Goodman, J.L.; Matlack, K.E.S.; Chung, C.Y.; Baru, V.; Shulman, ].M.; Parrado, A.; Bevis, B.J.; Valastyan,
J.S.; et al. Functional Links between A Toxicity, Endocytic Trafficking, and Alzheimer’s Disease Risk Factors in Yeast. Science
2011, 334, 1241-1245. [CrossRef]

Cooper, A.A,; Gitler, A.D.; Cashikar, A.; Haynes, C.M.; Hill, K.J.; Bhullar, B.; Liu, K.; Xu, K.; Strathearn, K.E.; Liu, E; et al.
Alpha-Synuclein Blocks ER-Golgi Traffic and Rab1 Rescues Neuron Loss in Parkinson’s Models. Science 2006, 313, 324-328.
[CrossRef]

Bevis, B.J.; Hammond, A.T.; Reinke, C.A.; Glick, B.S. De Novo Formation of Transitional ER Sites and Golgi Structures in Pichia
Pastoris. Nat. Cell Biol. 2002, 4, 750-756. [CrossRef] [PubMed]

Rosen, D.R; Siddique, T.; Patterson, D.; Figlewicz, D.A.; Sapp, P.; Hentati, A.; Donaldson, D.; Goto, J.; O’'Regan, ].P.; Deng, H.-X,;
et al. Mutations in Cu/Zn Superoxide Dismutase Gene Are Associated with Familial Amyotrophic Lateral Sclerosis. Nature 1993,
362, 59-62. [CrossRef] [PubMed]

Nikawa, J.; Murakami, A.; Esumi, E.; Hosaka, K. Cloning and Sequence of the SCS2 Gene, Which Can Suppress the Defect of
INO1 Expression in an Inositol Auxotrophic Mutant of Saccharomyces cerevisiae. ]. Biochem. 1995, 118, 39-45. [CrossRef] [PubMed]
Kachroo, A.H.; Laurent, ].M.; Yellman, C.M.; Meyer, A.G.; Wilke, C.O.; Marcotte, E.M. Systematic Humanization of Yeast Genes
Reveals Conserved Functions and Genetic Modularity. Science 2015, 348, 921-925. [CrossRef] [PubMed]


https://doi.org/10.1038/85817
https://www.ncbi.nlm.nih.gov/pubmed/11242106
https://doi.org/10.1093/brain/awp198
https://www.ncbi.nlm.nih.gov/pubmed/19651702
https://doi.org/10.1016/j.ejmg.2013.02.002
https://www.ncbi.nlm.nih.gov/pubmed/23454272
https://doi.org/10.1038/s41591-021-01346-1
https://www.ncbi.nlm.nih.gov/pubmed/34059824
https://doi.org/10.1093/brain/awu138
https://www.ncbi.nlm.nih.gov/pubmed/24934289
https://doi.org/10.1002/ana.24319
https://doi.org/10.1007/s10048-014-0421-1
https://doi.org/10.1038/ncomms11253
https://doi.org/10.1083/jcb.202001064
https://doi.org/10.1111/j.1471-4159.2011.07201.x
https://doi.org/10.1128/mcb.4.11.2381-2388.1984
https://www.ncbi.nlm.nih.gov/pubmed/6096695
https://doi.org/10.1016/j.cels.2017.12.004
https://www.ncbi.nlm.nih.gov/pubmed/29361465
https://doi.org/10.1038/nature02046
https://www.ncbi.nlm.nih.gov/pubmed/14562106
https://doi.org/10.1038/nmeth.2834
https://doi.org/10.1074/mcp.M111.013722
https://doi.org/10.1038/nmeth.2031
https://doi.org/10.1021/pr400027m
https://doi.org/10.1038/nmeth.3795
https://doi.org/10.1126/science.1213210
https://doi.org/10.1126/science.1129462
https://doi.org/10.1038/ncb852
https://www.ncbi.nlm.nih.gov/pubmed/12360285
https://doi.org/10.1038/362059a0
https://www.ncbi.nlm.nih.gov/pubmed/8446170
https://doi.org/10.1093/oxfordjournals.jbchem.a124889
https://www.ncbi.nlm.nih.gov/pubmed/8537323
https://doi.org/10.1126/science.aaa0769
https://www.ncbi.nlm.nih.gov/pubmed/25999509

Biomolecules 2023, 13, 1147 26 of 26

125. Tudor, E.L.; Galtrey, C.M.; Perkinton, M.S.; Lau, K.-F,; Vos, K.].D.; Mitchell, J.C.; Ackerley, S.; Hortobagyi, T.; Vamos, E.; Leigh,
PN.; et al. Amyotrophic Lateral Sclerosis Mutant Vesicle-Associated Membrane Protein-Associated Protein-B Transgenic Mice
Develop TAR-DNA-Binding Protein-43 Pathology. Neuroscience 2010, 167, 774-785. [CrossRef]

126. Kabashi, E.; Oussini, H.E.; Bercier, V.; Gros-Louis, F.; Valdmanis, PN.; McDearmid, J.; Mejier, L. A.; Dion, P.A.; Dupre, N.; Hollinger,
D.; et al. Investigating the Contribution of VAPB/ALSS8 Loss of Function in Amyotrophic Lateral Sclerosis. Hum. Mol. Genet.
2013, 22, 2350-2360. [CrossRef]

127. Zhang, W.; Colavita, A.; Ngsee, ] K. Mitigating Motor Neuronal Loss in C. Elegans Model of ALS8. Sci. Rep. 2017, 7, 11582.
[CrossRef]

128. Chai, A.; Withers, J.; Koh, Y.H.; Parry, K.; Bao, H.; Zhang, B.; Budnik, V.; Pennetta, G. HVAPB, the Causative Gene of a
Heterogeneous Group of Motor Neuron Diseases in Humans, is Functionally Interchangeable with Its Drosophila Homologue
DVAP-33A at the Neuromuscular Junction. Hum. Mol. Genet. 2008, 17, 266-280. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.1016/j.neuroscience.2010.02.035
https://doi.org/10.1093/hmg/ddt080
https://doi.org/10.1038/s41598-017-11798-6
https://doi.org/10.1093/hmg/ddm303

	Introduction 
	Materials and Methods 
	Yeast Strains, Growth Conditions, and Reagents 
	Plasmids 
	Plate-Based Growth Assays 
	Kinetic Growth Assays 
	Fluorescence Microscopy and Image Processing 
	Quantification of ER Inclusion Size 
	Comparison of Human ALS-Linked Proteins with Putative Yeast Homologs 
	Statistical Analysis and Generation of SuperPlots 

	Results 
	Loss of SCS2 and SCS22 Causes ER Collapse and Sensitivity to ER Stress 
	Expression of SCS2, but Not scs2P51S, P58S, Corrects ER Morphology and Stress Sensitivity Defects in scs2 scs22 Cells 
	Heterologous Expression of VAPBWT, but Not VAPBP56S, Complements ER Morphology and Stress Senstitivity in scs2 scs22 Cells 
	Multiple ER-Resident Proteins Localize to Inclusion-like Structures in SCS-Deficient Cells 
	Kinetic Growth Assays Reveal Differences in Tunicamycin Sensitivity in Yeast ALS8 Model Cells 
	Potential Use of Yeast as a Model for Study of Other Types of ALS 

	Discussion 
	Yeast as a Model System for Study of Neurodegenerative Diseases 
	Yeast ALS8 Models May Facilitate Studies of VAPBP56S-Related Cellular Pathology 
	Similarities and Differences between ALS8 Models 
	Yeast May Provide Opportunities and Approaches for Study of Other ALS Subtypes 

	Conclusions 
	References

