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Abstract: Commonly employed methods for reversibly disrupting gene expression, such as those
based on RNAi or CRISPRi, are rarely capable of achieving >80–90% downregulation, making them
unsuitable for targeting genes that require more complete disruption to elicit a phenotype. Genetic
deletion, on the other hand, while enabling complete disruption of target genes, often produces
undesirable irreversible consequences such as cytotoxicity or cell death. Here we describe the design,
development, and detailed characterization of a dual-function “TRE-Lox” system for effecting either
(a) doxycycline (Dox)-mediated downregulation or (b) genetic deletion of a target gene—the lyso-
somal aspartyl protease cathepsin D (CatD)—based on targeted insertion of a tetracycline-response
element (TRE) and two LoxP sites into the 5′ end of the endogenous CatD gene (CTSD). Using an
optimized reverse-tetracycline transrepressor (rtTR) variant fused with the Krüppel-associated box
(KRAB) domain, we show that CatD expression can be disrupted by as much as 98% in mouse
embryonic fibroblasts (MEFs). This system is highly sensitive to Dox (IC50 = 1.46 ng/mL) and results
in rapid (t1/2 = 0.57 d) and titratable downregulation of CatD. Notably, even near-total disruption of
CatD expression was completely reversed by withdrawal of Dox. As expected, transient expression of
Cre recombinase results in complete deletion of the CTSD gene. The dual functionality of this novel
system will facilitate future studies of the involvement of CatD in various diseases, particularly those
attributable to partial loss of CatD function. In addition, the TRE-Lox approach should be applicable
to the regulation of other target genes requiring more complete disruption than can be achieved by
traditional methods.

Keywords: Alzheimer disease; cathepsin D; Cre-Lox technology; CRISPR; gene regulation; tetracycline
regulatory element

1. Introduction

Revolutionary advances in molecular biology have made it possible to readily ma-
nipulate gene expression via a variety of approaches, including Cre-Lox technology [1,2],
inducible Tet-On/Off systems [3,4], RNA interference (RNAi) [5,6], and CRISPR/Cas-
based approaches [7–10]. Methods that permanently modify genomic DNA (e.g., Cre-Lox,
CRISPR/Cas) generally produce the most definitive effects, such as complete knock-out
(KO) of gene expression, but can be time-consuming and expensive to implement. More-
over, for many applications complete deletion of a gene is not desirable. Methods that
indirectly modify gene expression (e.g., antisense oligonucleotides, RNAi, CRISPRi) tend
to be comparatively faster and less expensive, but typically require extensive optimization
and can in many cases trigger unintended off-target effects. Crucially, the latter approaches
rarely result in downregulation of gene expression exceeding 80–90%, which limits their
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utility for many applications. Although it is unlikely that any single approach can over-
come all of the drawbacks of existing technologies, herein we sought to develop one that
would optimize the ability to downregulate genes as completely as possible, preferably in
a reversible manner.

Our group recently discovered that the lysosomal aspartyl protease, cathepsin D
(CatD) [11–13] is, by several measures, the principal protease responsible for degrading
intracellular pools of the amyloid β-protein (Aβ) [14], which accumulates abnormally in
Alzheimer disease (AD) [15]. To follow up on this key finding, we have a long-term goal
of developing methods for inducibly disrupting CatD, ultimately in AD mouse models.
Conventional CatD-KO mice, unfortunately, are ill-suited for this purpose. On the one
hand, deletion of both alleles of the gene for CatD (CTSD) produces an unrelated disease,
neuronal ceroid lipofuscinosis (NCL), and also causes premature lethality by just 27 days
of age [16]. On the other hand, deletion of just one CTSD allele yields no discernable
effect on Aβ accumulation [14,17]. We therefore aimed to develop a system capable of
completely deleting CTSD, if necessary, but ideally one also capable of achieving near-total
disruption of CatD expression in a titratable and a reversible manner. Given that CRISPRi
or RNAi rarely achieve near-complete downregulation of target genes, a novel approach
was required.

Here we describe the design, development, and testing of a versatile, dual-function
approach to disrupting gene expression, which we apply to the regulation of murine
CTSD. Using CRISPR/Cas9-assisted homologous recombination, we inserted a tetracy-
cline response element (TRE) together with LoxP sites into the 5′ region of the CTSD
gene within mouse embryonic fibroblasts (MEFs). As we show, this “TRE-Lox” system
permits genetic deletion of CTSD through traditional Cre recombinase-based approaches
and—critically—also permits drug-inducible, titratable, and reversible downregulation by
as much as 98%. The rapid kinetics and reversible nature of the TRE-Lox system are ideally
suited for future cell-based studies on various aspects of CatD biology and, if implemented
in mouse models, is expected to greatly improve our understanding of the role of CatD
dysregulation in AD and other neurodegenerative disorders.

2. Results

As a novel means of inducibly disrupting CatD expression either completely or
partially, we designed a dual-purpose technology (Figure 1a–d) that combines the con-
ventional Cre-Lox recombination approach [18] with a well-established system for trig-
gering reversible histone methylation at a specific genomic locus in a drug-inducible
manner [19,20]. The latter system, as adapted here, requires: (1) multiple tet-operon
(tetO) DNA repeats at the targeted locus, collectively referred to as a tetracycline re-
sponse element (TRE); (2) expression of a reverse-tetracycline transrepressor (rtTR) that
binds to tetO repeats only in the presence of tetracycline (or, more typically, its more
stable derivative, doxycycline (Dox)); and (3) a tag on the rtTR protein that recruits
histone methylation machinery, such as the Krüppel-associated box (KRAB) domain [21].
In the presence of Dox, the rtTRKRAB fusion protein binds to tetO sequences, triggering
localized histone methylation (specifically H3K9 trimethylation [20]) and consequent
chromatin remodeling in a region 2–3 kb around the TRE [22] (Figure 1c). If positioned
suitably within the target gene, this chromatin remodeling will result in partial to com-
plete silencing of gene expression [23,24]. Notably, in many (but not all) systems using
this approach, the histone methylation is reversible upon withdrawal of Dox, thereby
permitting transient downregulation of target genes [23,25].
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Figure 1. Overview of the design and dual-functionality of the TRE-Lox system. (a) Overall structure 
of the 5’ end of the murine cathepsin D (CatD) gene (CTSD) and its promoter region (PCTSD, dark 
gray), indicating the relative position of the two gRNAs (black arrows) used for CRISPR/Cas9-as-
sisted homologous recombination. Note the placement of the TATA box (TATA) very close to the 
main transcription start site (TSS) (right-angle arrow), the presence of the initiation codon (ATG, 
dashed white line) within Exon 1 (Ex 1, light gray), and the presence of a splice donor (SD) and 
splice acceptor (SA) flanking Intron 1 (black line). (b) Structure of the TRE-Lox knock-in (KI) insert, 
illustrating the relative positions of the two tet-operons (tetO2, green) and one LoxP site (LoxP, light 
blue) within the 5' untranslated region (5′UTR) and, within Intron 1, a tetracycline response element 
(TRE) comprised of seven tetO repeats (tetO7) and the second LoxP site. The relative placement of 
the puromycin resistance cassette (Puror, purple) flanked by two FRT sites (FRT, dark blue), which 
is excisable by Flp recombinase, is depicted using a curly bracket. (c) Downregulation of CTSD via 
the action of rtTRKRAB acting on the TRE-Lox insert. In the presence of Dox (red triangles), 
rtTRKRAB binds to the tetO repeats within both the 5’UTR and Intron 1, triggering methylation of 
histones in a radius of 2–3 kb, thereby remodeling the chromatin and silencing the CTSD gene. (d) 
Genetic deletion of CTSD via the action of Cre recombinase on the TRE-Lox insert. The figure depicts 
the end result of Cre-mediated recombination of the TRE-Lox KI insert, which causes removal of the 
initiation codon, the first portion of the coding region of Exon 1 encoding the signal peptide of CatD, 
and the 5’ end of Intron 1. 

To develop a single system suitable for both approaches, we designed a knock-in (KI) 
construct for inserting both TRE and LoxP sequences into the endogenous murine CTSD 
gene. To maximize their potential effectiveness, we elected to insert these elements as 
close as possible to the transcription start sites (TSSs) of the CTSD gene. The endogenous 
murine CTSD promoter (Figure 1a; Supplementary Materials Figure S1) features a canon-
ical TATA box that results in transcription beginning at multiple, closely spaced TSSs [26]. 
Exon 1, moreover, encodes both the complete 5’ untranslated region (5’UTR) and the ini-
tiation codon (Figure 1a; Supplementary Materials Figure S1). Taking these features into 
account, our final design incorporates the following elements: (1) two tetO repeats and a 
LoxP site within the 5’UTR of CTSD; (2) seven tetO repeats with optimized spacers (i.e., a 
3rd-generation TRE [27]) within the first intron; and (3) a second LoxP site immediately 
downstream (Figure 1b; Supplementary Materials Figure S2). Collectively, we refer to this 
dual-function system as “TRE-Lox” technology. 

To accelerate the evaluation of this system in cultured cells, we also included a puro-
mycin resistance (Puror) cassette, flanked by FRT sites, downstream of the other elements 
within our TRE-Lox KI insert (Figure 1b; Supplementary Materials Figure S2). Though 
~1.7 kb in size, the Puror cassette could be readily excised by transient expression of Flp 
recombinase, leaving only a single 34-bp FRT site within Intron 1 (Figure 1b; Supplemen-
tary Materials Figure S3). 

Placement of the two tetO repeats in the 5’UTR, by virtue of their proximity to the 
TATA box makes it theoretically possible that binding of rtTR alone (e.g., without the 

Figure 1. Overview of the design and dual-functionality of the TRE-Lox system. (a) Overall structure
of the 5′ end of the murine cathepsin D (CatD) gene (CTSD) and its promoter region (PCTSD, dark
gray), indicating the relative position of the two gRNAs (black arrows) used for CRISPR/Cas9-
assisted homologous recombination. Note the placement of the TATA box (TATA) very close to the
main transcription start site (TSS) (right-angle arrow), the presence of the initiation codon (ATG,
dashed white line) within Exon 1 (Ex 1, light gray), and the presence of a splice donor (SD) and
splice acceptor (SA) flanking Intron 1 (black line). (b) Structure of the TRE-Lox knock-in (KI) insert,
illustrating the relative positions of the two tet-operons (tetO2, green) and one LoxP site (LoxP, light
blue) within the 5′ untranslated region (5′UTR) and, within Intron 1, a tetracycline response element
(TRE) comprised of seven tetO repeats (tetO7) and the second LoxP site. The relative placement of
the puromycin resistance cassette (Puror, purple) flanked by two FRT sites (FRT, dark blue), which is
excisable by Flp recombinase, is depicted using a curly bracket. (c) Downregulation of CTSD via the
action of rtTRKRAB acting on the TRE-Lox insert. In the presence of Dox (red triangles), rtTRKRAB
binds to the tetO repeats within both the 5′UTR and Intron 1, triggering methylation of histones
in a radius of 2–3 kb, thereby remodeling the chromatin and silencing the CTSD gene. (d) Genetic
deletion of CTSD via the action of Cre recombinase on the TRE-Lox insert. The figure depicts the
end result of Cre-mediated recombination of the TRE-Lox KI insert, which causes removal of the
initiation codon, the first portion of the coding region of Exon 1 encoding the signal peptide of CatD,
and the 5′ end of Intron 1.

To develop a single system suitable for both approaches, we designed a knock-in (KI)
construct for inserting both TRE and LoxP sequences into the endogenous murine CTSD
gene. To maximize their potential effectiveness, we elected to insert these elements as close
as possible to the transcription start sites (TSSs) of the CTSD gene. The endogenous murine
CTSD promoter (Figure 1a; Supplementary Materials Figure S1) features a canonical TATA
box that results in transcription beginning at multiple, closely spaced TSSs [26]. Exon 1,
moreover, encodes both the complete 5′ untranslated region (5′UTR) and the initiation
codon (Figure 1a; Supplementary Materials Figure S1). Taking these features into account,
our final design incorporates the following elements: (1) two tetO repeats and a LoxP
site within the 5′UTR of CTSD; (2) seven tetO repeats with optimized spacers (i.e., a
3rd-generation TRE [27]) within the first intron; and (3) a second LoxP site immediately
downstream (Figure 1b; Supplementary Materials Figure S2). Collectively, we refer to this
dual-function system as “TRE-Lox” technology.

To accelerate the evaluation of this system in cultured cells, we also included a
puromycin resistance (Puror) cassette, flanked by FRT sites, downstream of the other
elements within our TRE-Lox KI insert (Figure 1b; Supplementary Materials Figure S2).
Though ~1.7 kb in size, the Puror cassette could be readily excised by transient expres-
sion of Flp recombinase, leaving only a single 34-bp FRT site within Intron 1 (Figure 1b;
Supplementary Materials Figure S3).



Int. J. Mol. Sci. 2023, 24, 6745 4 of 14

Placement of the two tetO repeats in the 5′UTR, by virtue of their proximity to the
TATA box makes it theoretically possible that binding of rtTR alone (e.g., without the
KRAB domain) might be sufficient to block transcription—something we explicitly test (see
below)—merely by steric interference with transcriptional machinery. If this were the case,
it would provide for the very rapid manipulation of CTSD expression and also overcome
the potential for irreversible promoter methylation that KRAB can sometimes induce [28];
thus, it was considered worthy of testing. Notably, the elements within the 5′UTR add only
93 bp of additional sequence, reducing the possibility of disrupting endogenous expression.
The complete predicted DNA sequences after insertion of the TRE-Lox KI insert into the
CTSD gene (Supplementary Materials Figure S2), after deletion of the FRT-flanked Puror

cassette by Flp recombinase (Supplementary Materials Figure S3), and after deletion of
the LoxP-flanked regions of the CTSD gene by Cre recombinase (Supplementary Materials
Figure S4) are provided in the Supplementary Materials.

To characterize this system in cells, we elected to use CRISPR/Cas9-assisted homol-
ogous recombination [29] to insert our TRE-Lox KI insert into the murine CTSD gene in
C57Bl/6J MEFs. To ensure proper placement of the KI insert, and to also make it more likely
that we might obtain some alleles that functionally delete CTSD via nonhomologous DNA
end joining (NHEJ), we chose to use two gRNAs to effect homologous recombination [30].
Using the gRNA prediction tool CHOPCHOP [31], we found two well-positioned gRNAs
in the target region, one that cuts just upstream of the initiation codon within Exon 1, and
another that cuts 56 nt downstream of the Exon1/Intron 1 junction (Figure 1a; Supplemen-
tary Materials Figure S1). This placement allowed us to insert the two tetO sites and first
LoxP site very close to the initiation codon (Figure 1b; Supplementary Materials Figure S2),
thereby minimizing the possibility of disturbing the secondary structure of the 5′UTR.

In practice, to achieve homologous recombination, we used a multiplexed vector that
expresses both gRNAs via separate polymerase III promoters and simultaneously expresses
Cas9 via a mammalian promoter [32]. MEFs were co-transfected with this single vector
together with linear dsDNA encoding the TRE-Lox KI insert, plus an extra ~50 nucleotides
of flanking homology sequence on each end (see Materials and Methods and Supplementary
Materials Figure S2), which were then selected in puromycin to obtain stable clones.

Once expanded, individual stable cell lines were genotyped by PCR (Figure 2). Multi-
ple genotypes were obtained (Figure 2b), reflecting the fact that several possible outcomes
could occur (e.g., wild-type, several types of NHEJ, or KI) in either or both CTSD alleles
within each clone (Figure 2a). One clone, dubbed TL1C8, showed particular promise
(Figure 2b), so the PCR amplicons were excised and sequenced. Sanger sequencing of
the upper band (~350 bp) confirmed that one allele had successfully integrated the TRE-
Lox KI insert exactly as designed (Supplementary Materials Figure S5a). The lower band
(~150 bp) proved to be amplified from a knock-out (KO) allele created by NHEJ, resulting
in precise excision of the DNA sequence between the two gRNAs cut sites, without an
insertion or deletion (Supplementary Materials Figure S5b–d). This clone was used for all
downstream studies.

Although the individual elements within the TRE-Lox KI insert were designed to min-
imize the possibility of interfering with endogenous CTSD expression once integrated, the
relatively large (~1.7–kb) FRT-flanked Puror cassette (Figure 1b; Supplementary Materials
Figure S2) could conceivably disrupt expression of the CTSD gene. Consistent with this
prediction, the TL1C8 cell line, either untransfected or transiently transfected with GFP
alone, showed markedly reduced CatD activity relative to wild-type MEFs (Figure 2c).
However, after transient transfection with Flp recombinase [33], CatD activity was restored
to ~60% of that present in wild-type MEFs (Figure 2c), approximately the level predicted
for a cell line with just one functional copy of CTSD.
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Figure 2. Development and characterization of TRE-Lox KI cell lines targeting the endogenous 
CTSD gene of mouse embryonic fibroblasts (MEFs). (a) Overview of the genotyping strategy, in-
cluding the relative position of different primers (blue arrows) and the predicted sizes of different 
PCR amplicons (black boxes) used to distinguish different possible outcomes of insertion of the TRE-
Lox construct via Cas9-assisted homologous recombination. The main possibilities include (but are 
not limited to) the following: (1) the unmodified endogenous murine CTSD allele (top); (2) insertion 
of the TRE-Lox KI insert as designed (middle); and (3) nonhomologous DNA end joining (NHEJ) 
resulting (in this case) in the excision of the segment of DNA between gRNA1 and gRNA2 (bottom, 
see Supplementary Materials Figure S1). (b) Genotyping of a subset of clones obtained after selec-
tion of individual puromycin-resistant clonal lines. The two bands within clone 1C8 (referred to as 
TL1C8) were excised, sequenced, and confirmed to be amplified from one allele carrying the TRE-
Lox KI insert (upper band) and another allele featuring NHEJ, which results in functional knock-
out (KO) of CTSD (sequences provided in Supplementary Materials Figure S5a–c). (c) CatD proteo-
lytic activity in wild-type MEFs, or TL1C8 cells transiently transfected with empty vector (yellow), 
GFP (green) or Flp recombinase (dark blue). Note the low level of CatD activity in TL1C8 cells, 
which is reversed by transfection with Flp recombinase, resulting in activity close to the expected 
value of 50% of wild-type MEFs (gray dotted line). (d) CatD activity in several clonal lines of TL1C8-
Flp cells stably expressing rtTRKRAB incubated for 4 d in the absence or presence of Dox (100 
ng/mL). Note how, in the absence of Dox (white columns), all tested clones harbor CatD activity 
that is very close to 50% of the levels within MEFs (gray dotted line), as expected, whereas in the 
presence of Dox (gray columns), CatD activity is greatly decreased. Data in (c) and (d) are mean ± 
SEM of 4 replicates. * p < 0.05; ns = nonsignificant. 

This transiently transfected pool, referred to as TL1C8-Flp, was selected by cell sort-
ing using a green fluorescent protein (GFP) tag on the Flp recombinase in our expression 
vector [33]; see Materials and Methods). TL1C8-Flp cells therefore consist mostly—but not 
entirely—of cells with the Puror cassette deleted. Consistent with this, PCR genotyping of 
this pool (Supplementary Materials Figure S6a) before and after transient transfection 
with Flp recombinase yielded a substantial—but not complete—reduction in the “Before 
Flp” PCR amplicon, and the exclusive appearance of the “After Flp” amplicon in Flp re-
combinase-transfected (GFP-positive) cells (Supplementary Materials Figure S6b), as ex-
pected from Flp-mediated deletion of the FRT-flanked Puror cassette in most cells. 

The TL1C8-Flp pool was subsequently used for the generation of stable clones also 
expressing an optimized rtTRKRAB fusion protein. This optimized construct incorporates 
a single amino-acid substitution, V9I, that has been shown to increase the Dox sensitivity 
and maximal activation mediated by corresponding reverse-tetracycline transactivator 
(rtTA)-based systems [34]. We elected to test versions containing this mutation because 
our long-term ambition is to generate a mouse line permitting CatD downregulation 
within the brain, where it can be difficult to achieve high levels of Dox. 

The vector expressing rtTRKRABV9I also co-expresses both G418 resistance and the 
red fluorescent protein, mCherry (see Materials and Methods). To generate stable clones, 

Figure 2. Development and characterization of TRE-Lox KI cell lines targeting the endogenous CTSD
gene of mouse embryonic fibroblasts (MEFs). (a) Overview of the genotyping strategy, including the
relative position of different primers (blue arrows) and the predicted sizes of different PCR amplicons
(black boxes) used to distinguish different possible outcomes of insertion of the TRE-Lox construct via
Cas9-assisted homologous recombination. The main possibilities include (but are not limited to) the
following: (1) the unmodified endogenous murine CTSD allele (top); (2) insertion of the TRE-Lox KI
insert as designed (middle); and (3) nonhomologous DNA end joining (NHEJ) resulting (in this case)
in the excision of the segment of DNA between gRNA1 and gRNA2 (bottom, see Supplementary
Materials Figure S1). (b) Genotyping of a subset of clones obtained after selection of individual
puromycin-resistant clonal lines. The two bands within clone 1C8 (referred to as TL1C8) were excised,
sequenced, and confirmed to be amplified from one allele carrying the TRE-Lox KI insert (upper band)
and another allele featuring NHEJ, which results in functional knock-out (KO) of CTSD (sequences
provided in Supplementary Materials Figure S5a–c). (c) CatD proteolytic activity in wild-type MEFs,
or TL1C8 cells transiently transfected with empty vector (yellow), GFP (green) or Flp recombinase
(dark blue). Note the low level of CatD activity in TL1C8 cells, which is reversed by transfection with
Flp recombinase, resulting in activity close to the expected value of 50% of wild-type MEFs (gray
dotted line). (d) CatD activity in several clonal lines of TL1C8-Flp cells stably expressing rtTRKRAB
incubated for 4 d in the absence or presence of Dox (100 ng/mL). Note how, in the absence of Dox
(white columns), all tested clones harbor CatD activity that is very close to 50% of the levels within
MEFs (gray dotted line), as expected, whereas in the presence of Dox (gray columns), CatD activity is
greatly decreased. Data in (c,d) are mean ± SEM of 4 replicates. * p < 0.05; ns = nonsignificant.

This transiently transfected pool, referred to as TL1C8-Flp, was selected by cell sorting
using a green fluorescent protein (GFP) tag on the Flp recombinase in our expression
vector [33]; see Materials and Methods). TL1C8-Flp cells therefore consist mostly—but not
entirely—of cells with the Puror cassette deleted. Consistent with this, PCR genotyping
of this pool (Supplementary Materials Figure S6a) before and after transient transfection
with Flp recombinase yielded a substantial—but not complete—reduction in the “Before
Flp” PCR amplicon, and the exclusive appearance of the “After Flp” amplicon in Flp
recombinase-transfected (GFP-positive) cells (Supplementary Materials Figure S6b), as
expected from Flp-mediated deletion of the FRT-flanked Puror cassette in most cells.

The TL1C8-Flp pool was subsequently used for the generation of stable clones also
expressing an optimized rtTRKRAB fusion protein. This optimized construct incorporates
a single amino-acid substitution, V9I, that has been shown to increase the Dox sensitivity
and maximal activation mediated by corresponding reverse-tetracycline transactivator
(rtTA)-based systems [34]. We elected to test versions containing this mutation because our
long-term ambition is to generate a mouse line permitting CatD downregulation within the
brain, where it can be difficult to achieve high levels of Dox.



Int. J. Mol. Sci. 2023, 24, 6745 6 of 14

The vector expressing rtTRKRABV9I also co-expresses both G418 resistance and the
red fluorescent protein, mCherry (see Materials and Methods). To generate stable clones,
we transfected the stable pool of TL1C8-Flp cells with rtTRKRABV9I, grew them in the
presence of G418 (0.6 mg/mL) for 3 d, and then plated individual mCherry-positive cells
in 96-well plates by cell sorting. Once expanded, these stable clones were split into two
groups, one grown in the absence and one in the presence of Dox (100 ng/mL). After 4 d,
these cells were harvested and evaluated for CatD activity. As illustrated in Figure 2d, we
obtained multiple stable lines that, in the absence of Dox, all showed the predicted activity
level (~50% of wild-type MEFs). Notably, incubation with Dox (100 ng/mL) for just 4 d
resulted in average reductions in CatD activity of 90.3 ± 3.4% (n = 4) relative to the activity
in each stable clone in the absence of Dox (Figure 2d).

To quantify more accurately the sensitivity of these clones to Dox, and also to determine
the maximum achievable downregulation, we conducted Dox dose-response experiments.
Clone TFR1D7, which showed the largest decrease (96.7%) in CatD activity following 4-d
treatment with 100 ng/mL Dox (Figure 2d), exhibited a remarkably low IC50 of 1.46 ng/mL
Dox (Figure 3a). Notably, in this paradigm, which also utilized 4-d treatments with Dox,
the average reduction in CatD activity obtained for the three highest doses tested (100, 316,
and 1000 ng/mL) was a remarkable 98.2 ± 0.14% (n = 9) relative to Dox-naïve TFR1D7
controls (see Figure 3a). Impressively, even a very low dose of just 10 ng/mL Dox produced
a 95.2 ± 0.63% (n = 3) reduction in CatD activity (see Figure 3a). When combined with
dose-response curves obtained for clones TFR1B11 (Supplementary Materials Figure S7a)
and TFR2E9 (Supplementary Materials Figure S7b), the average IC50 for Dox-mediated
downregulation was 5.65 ± 2.1 ng/mL (n = 3; Figure 3b).
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Figure 3. Detailed functional characterization of Dox-mediated downregulation of CatD activity made
possible by the TRE-Lox system. (a) CatD activity as a function of Dox concentration in the TFR1D7
stable cell line. Cells were treated for 4 d with the indicated concentrations of Dox. The calculated
IC50 is indicated. Note that for all Dox concentrations above 100 ng/mL, CatD activity is essentially
completely abrogated. (b) IC50 values for three separate stable clones (see Supplementary Materials
Figure S7). (c) Time course of CatD activity following addition or withdrawal of Dox (100 ng/mL) in
TFR1D7 cells incubated for 7 d prior in the absence or presence of Dox (100 ng/mL), respectively.
Data are mean± SEM; n = 3. (d) Average half-life (t1/2) of the reduction in CatD activity after addition
of Dox (100 ng/mL) to three separate stable clones (see Supplementary Materials Figure S8). Data are
mean± SEM; n = 3. Effects on CatD protein levels are shown in Supplementary Materials Figure S10.

To assess the kinetics of downregulation after addition and withdrawal of Dox, we
performed time-course experiments using clone TFR1D7. Following administration of Dox
(100 ng/mL) to Dox-naïve cells, downregulation of CatD occurred remarkably quickly,
resulting in a calculated half-life (t1/2) averaging just 0.57± 0.05 d (Figure 3c). Time courses
conducted on two other stable clones, TFR1B11 (Supplementary Materials Figure S8a) and
TFR2E9 (Supplementary Materials Figure S8b) exhibited somewhat longer t1/2 values of
0.714 and 1.18 d, respectively, yielding an overall average of 0.82 ± 0.18 d (n = 3) for the
three different clones tested (Figure 3d). The kinetics of restoration of CatD expression after
Dox withdrawal, evaluated in TFR1D7 cells treated with 100 ng/mL Dox for the 7 d prior,
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proceeded more slowly (Figure 3c). Almost 2 d were required to achieve 50% restoration of
CatD activity and 4 d to achieve 75% restoration (Figure 3c). Nevertheless, by 7 d after Dox
withdrawal, CatD activity became statistically indistinguishable from Dox-naïve controls
(92.7 ± 4.8% of controls; n = 3), showing that this system is indeed reversible.

Given the success of our system using rtTRKRAB, we wondered whether the binding
of rtTR alone, in the absence of KRAB, might be sufficient to substantially downregulate
CTSD. To test this, we generated a KRAB-free version of our rtTRKRAB/mCherry/G418r

expression construct, dubbed rtTR. As before, the TL1C8-Flp pool was transfected with
rtTR or, as a control, mCherry alone. Pools of rtTR-transfected cells (along with mCherry-
only transfected controls) as well as individual cells were isolated by cell sorting, selected
in G418, and subjected to analysis after incubation with different concentrations of Dox
for varying lengths of time. Despite testing both the stable pool and multiple stable
clones in the presence of as much as 1000 ng/mL Dox for as long as 14 d, we obtained
only modest reductions in CatD activity in pools (6.82 ± 2.1% in +Dox vs. -Dox; n = 4;
Supplementary Materials Figure S9a) and in multiple stable clones (averaging 10.4 ± 2.2%
n = 4; Supplementary Materials Figure S9b). These findings strongly suggest that, despite
the close proximity of the two tetO sequences in the 5′UTR to the TATA box, mere binding
of rtTR to these sequences is insufficient to achieve substantial downregulation of CTSD in
this system.

Next, we assessed the functionality of the “Lox” portion of our dual-function TRE-
Lox system (see Figure 1d). Consistent with expectations, transient transfection of the
TL1C8-Flp pool with Cre-recombinase fused to GFP [33], followed by sorting 2 d later
for GFP-positive cells, resulted in a 93.5 ± 0.37% reduction in CatD activity relative to
control (GFP-transfected, GFP-positive sorted) cells (Figure 4a). Multiple stable clones
derived from single cells showed essentially complete ablation of CatD activity, with KO
cells showing an average reduction of 99.3 ± 0.41% (n = 4) (Figure 4b). As expected, PCR
genotyping (Figure 4c) confirmed that Cre recombinase successfully deleted the DNA
region between the LoxP sites, yielding PCR amplicons of the predicted sizes (Figure 4d).
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Figure 4. Functional and genotypic characterization of Cre-mediated genetic deletion of CatD made
possible by the TRE-Lox system. (a) CatD activity in TL1C8-Flp cells transiently transfected with
either GFP only (CTL, dark blue) or GFP-tagged Cre recombinase (Cre, green). Note that these are
pools of GFP-positive cells selected by cell sorting 2 d after transfection. Data are mean ± SEM, n = 4,
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* p < 0.01. (b) CatD activity in multiple stable clones treated previously with Cre recombinase. Data
are mean ± SEM, n = 4, * p < 0.01. (c) PCR genotyping of TL1C8-Flp cells before and after transfection
with Cre recombinase. (d) Overview of the genotyping strategy based on the predicted consequences
of Cre-mediated recombination of the TRE-Lox construct, including the relative position of different
primers (blue arrows) and the predicted sizes of different PCR amplicons (black boxes) used to
distinguish different possible outcomes.

Having established CatD-KO cell lines, we used these cells along with MEFs to help
quantify CatD protein levels in TFR1D7 cells, both Dox-naïve and Dox-treated (Supplemen-
tary Materials Figure S10). Consistent with the CatD activity measurements (Figure 2b,c),
CatD protein levels in TFR1D7 cells were ~50% of that in MEFs, as established using a
standard curve of MEF protein (Supplementary Materials Figure S10a,b). As expected, the
CTSD KO cell line C1C5 showed no detectable CatD protein (Supplementary Materials Fig-
ure S10a,b). We also conducted western blots on samples (5 µg/lane) from the time-course
shown in Figure 3c. Consistent with these activity data, TFR1D7 cells grown for 7 d in the
absence or presence of Dox (100 ng/mL) showed ample CatD protein and no detectable
CatD protein, respectively (Supplementary Materials Figure S10c,d). As expected, Dox
addition or withdrawal, respectively, to the latter cells for 6 d reversed the pattern of CatD
expression essentially completely (Supplementary Materials Figure S10c,d).

3. Discussion

Here we describe the design, development, and quantitative characterization of a
novel “TRE-Lox” system for versatile regulation of the murine CTSD gene. This system not
only enables complete (irreversible) genetic deletion of CatD, like conventional Cre-Lox
technology, but uniquely, it also permits titratable and reversible downregulation of the
gene in a Dox-inducible manner.

A key advantage of this TRE-Lox approach is its ability to effect near-complete down-
regulation (~98%) in a Dox-dependent manner. This remarkable degree of effectiveness
appears to depend on two unique features of the system. First, the design incorporates a
total of nine tetO repeats: two in the 5′UTR portion of Exon 1, and seven in Intron 1. The
effectiveness of these elements is likely attributable to their proximity to the TATA box and
principal TSSs and, perhaps, also to the sheer number of tetO repeats. As implemented
here, the incorporation of two tetO repeats (plus one LoxP site) within the 5′UTR of CTSD
did not disrupt expression of the endogenous gene. Critically, whereas the seven tetO
repeats within Intron 1 were separated by 17-bp spacers, the two within the 5′UTR were
separated by only 2 bp, more closely resembling the configuration of the original E. coli
Tn10 element upon which Tet-On/Off systems are based [3] (Supplementary Materials
Figure S2). The small size of this two-tetO element may therefore account for the lack of
disruption to endogenous CTSD expression that we observed. We emphasize, however,
that addition of this element into the 5′UTR of other target genes might nevertheless disrupt
their expression; hence, empirical testing is essential.

The second novel feature of this Dox-regulatable system was the use of rtTRKRAB
incorporating the V9I mutation, which is located within the DNA-binding domain of
the rtTR portion. When included with other performance-enhancing mutations in the
corresponding transactivator (rtTA) system (a.k.a., Tet-On) [27,34,35], the V9I mutation
results in 7-fold more activation at high Dox levels and 100-fold more Dox sensitivity
than earlier versions of rtTA (Tet-On Advanced, Takara Bio USA, San Jose, CA, USA) [34].
Despite also outperforming the best system currently available (e.g., Tet-On 3G, Takara Bio
USA, San Jose, CA, USA), the V9I mutation has been excluded from commercial vectors,
presumably because low-level leakiness is observed when Tet-On components are present
episomally following transient transfection [34]. Notably, however, such leakiness does not
occur when rtTAV9I and its targets are stably integrated into the genome [34]. Consequently,
we elected to incorporate this mutation given our long-term goal of generating transgenic
mouse lines suitable for manipulating CTSD in brain, where obtaining high levels of Dox
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can be challenging. Confirming the findings for this mutation incorporated into rtTA,
we observed no leakiness and very potent sensitivity to Dox (low-ng/mL IC50s) with
rtTRKRABV9I. To our knowledge, this is the first time the V9I mutation has been tested in
rtTR-based systems.

The peculiar placement of the two LoxP sites in our system—one within an exon and
one within an intron—is an atypical use of the Cre-Lox system, which typically involves
flanking one exon with two LoxP sites, resulting in a so-called “floxed” exon. In our case,
Cre-based recombination resulted in the removal of the initiation codon, together with
portions of DNA encoding the signal peptide of CatD. The deletion of one splice donor, but
not a corresponding splice acceptor was unusual but unavoidable given our desire to place
the LoxP elements as closely as possible to the TSSs. Despite its unorthodox nature, this
design proved entirely effective for achieving genetic deletion and, as such, might inspire
alternative uses for the placement of LoxP sites for conditional regulation of target genes.

Our decision to develop the TRE-Lox system was motivated by difficulties we encoun-
tered with an alternative approach we explored to achieve neuron-specific downregulation
of CatD (ultimately, in mice). Briefly, we developed and tested a transgene comprised
of a neuron-specific promoter driving Dox-regulatable expression of micro RNA-based,
short hairpin RNAs targeting CTSD, which were encoded within and spliced from the
introns of the transgene [36,37]. Despite extensive optimization, we were only able to
achieve a maximum of ~80% knockdown of CatD using this system and only then in
the presence of relatively high concentrations of Dox (1000 ng/mL). We also considered
various CRISPRi-based approaches, but we could identify exceedingly few examples of
near-complete downregulation of a target gene using these approaches, even those deploy-
ing multiple gRNAs [38,39].

Although we succeeded in achieving our desired goals with the TRE-Lox system in
cells, a distinct disadvantage of this approach when implemented in vivo is the need to
also express rtTRKRAB through a separate system (e.g., via a virus or a separate transgenic
mouse line). Compared to single-transgene systems based on CRISPRi or shRNAs, this
greatly increases the breeding required to develop mouse lines both homozygous for the
TRE-Lox KI modification and also expressing rtTRKRAB, a problem that is exacerbated
further when modeling diseases that require other transgenes to be expressed simulta-
neously [40]. In addition, the TRE-Lox system is comparable to conventional Cre-Lox
technology in terms of the time and cost involved, although these concerns are mitigated
by widespread access to CRISPR-based technologies.

In sum, the TRE-Lox system has proved to be a versatile way to disrupt CTSD ex-
pression, either through irreversible genetic deletion or through Dox-regulatable down-
regulation, in the latter case in a titratable, and fully reversible manner. This dual-purpose
approach is expected to expand our understanding of the biology of CatD in particular and,
if applied successfully to other target genes, may prove to be a generalizable way to disrupt
gene expression in a more versatile manner than is currently possible via conventional,
single-purpose approaches.

4. Materials and Methods
4.1. Reagents

Except where otherwise noted, all reagents were purchased from ThermoFisher Scien-
tific (Waltham, MA, USA).

4.2. Targeted Modification of the CTSD Gene

To insert the TRE-Lox system into the endogenous murine CTSD gene, we performed
Cas9-assisted homologous recombination with two guide RNAs (gRNAs), selected using
CHOPCHOP [31] on the GRCm38/mm10 draft of the mus musculus genome, and a linear
dsDNA targeting insert as described [30]. Briefly, we first assembled a template vector for
the knock-in (KI) insert by using NEBuilder HiFi DNA Assembly (New England Biolabs,
Waltham, MA, USA) to combine overlapping PCR amplicons derived from appropriate
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sources. Relevant regions (and their sources) were as follows: the 3′ end of Exon 1 and the 5′

portion of Intron 1 of murine CTSD (from C57Bl6/J mouse tail DNA); tetO2 (from Addgene
plasmid #113892 [41]); TRE 3G and, separately, an FRT-flanked puromycin resistance cas-
sette (both from Addgene plasmid #156430 [42]). LoxP sequences were included within the
primers used for PCR amplification. Once assembled, the linear dsDNA targeting KI insert
was obtained by PCR amplification with primers containing ~50 bp of flanking homology
sequence and also featuring phosphorothioate bonds at the two 5′-most linkages to im-
prove the stability of the amplicon after transfection (see Supplementary Materials Table S1;
Supplementary Materials Figure S2). A single vector expressing the two gRNAs and Cas9
was assembled from pX330S-2 (Addgene plasmid #58778) and px330A-1x2 (Addgene
plasmid #58766) according to established protocols [32]. All primers and oligonucleotide
sequences are provided in Supplementary Materials Table S1.

Wild-type C57Bl/6J SV40 large T antigen-immortalized mouse embryonic fibroblasts
(MEFs; Cat #CRL-2907; ATCC, Manassas, VA, USA) grown to near confluency in 6-well
plates were transfected with the 2-gRNA/Cas9 vector (2.0 µg) and the linear, PCR-amplified
targeting KI insert (0.4 µg) using Lipofectamine™ 3000 according to manufacturer’s recom-
mendations (ThermoFisher). After 24 h the cells were passaged into T75 flasks and selected
in puromycin (4 µg/mL) then, 7–10 d later, single puromycin-resistant cells were plated
into 96-well plates by fluorescence-activated cell sorting (FACS) using a BD FACSAria™ II
Cell Sorter; BD BioSciences, Franklin Lakes, NJ, USA). Individual clones were expanded
and genotyped as described in Figure 1a.

To remove the FRT-flanked puromycin resistance cassette, TL1C8 cells were subse-
quently transfected with an enhanced form of Flp recombinase (Flpe) fused with GFP
(pCAG-Flpe:GFP; Addgene plasmid #13788 [33]), and pools of Flpe (and GFP-only control)-
transfected cells were isolated by FACS. To achieve Cre-mediated deletion, TL1C8-Flp cells
were transfected with pCAG-Cre:GFP (Addgene plasmid #13776 [33]), and GFP-positive
cells were selected by FACS.

4.3. Cloning of the rtTRKRABV9I and rtTR Expression Constructs and Generation of Stable Cell
Lines Derived from Them

NEBuilder HiFi DNA Assembly (New England Biolabs, Ipswich, MA) was used to
clone the rtTR:KRAB fusion protein containing the activity-enhancing V9→I mutation
into the multiple cloning site of pICherryNeo (Addgene plasmid #52119), which uses the
CMV promoter to drive expression of a gene of interest together with mCherry (via an
IRES) while also expressing neomycin/G418 resistance (G418r). Briefly, the 3rd-generation
reverse-tetracycline transactivator (Tet-ON® 3G) also containing the V9I mutation (omit-
ting the VP16 activator domain) was amplified from pAC-V16-EGFP (Addgene plasmid
#122033 [43]) using appropriate primers (Supplementary Materials Table S1). The KRAB
domain was amplified similarly from pLVPRT-tTR-KRAB (Addgene Plasmid #11648 [37])
to permit an in-frame fusion with rtTR. The preceding amplicons were assembled into
pICherryNeo digested with NheI and EcoRI using NEBuilder (New England Biolabs, Ip-
swich, MA). To generate the same vector with the KRAB domain deleted (rtTR), inverse
PCR was conducted with appropriate primers (Supplementary Materials Table S1). All
vectors were confirmed to be correct by DNA sequencing.

Stable cell lines expressing rtTRKRAB or rtTR were generated by transfecting a pool of
Flpe-transfected TL1C8 cells with the corresponding vectors then, 24 h later, plating single
cells expressing mCherry in 96-well plates by cell sorting. Resulting clones were selected
for stable expression by growth in G418 (0.6 mg/mL).

4.4. Cell Culture

MEFs were maintained at 37 ◦C in a humidified incubator supplemented with 5% CO2
in DMEM containing GlutaMAX® supplemented with 10% Tet System Approved Fetal
Bovine Serum (hereafter FBS; Takara Bio USA, San Jose, CA, USA), 100U/mL penicillin,
and 100 µg/mL streptomycin.
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4.5. CatD Activity Assays

CatD proteolytic activity was assessed by continuous monitoring of the digestion of
an internally quenched, fluorogenic peptide substrate (Mca-GKPILFFRLK(Dnp)-r-NH2)
according to manufacturer’s recommendations (InnoPep, Inc. San Diego, CA, USA). In a
typical reaction, near-confluent monolayers of MEFs in 6-well plates were detached by brief
digestion with trypsin-EDTA, washed once in DMEM/10% FBS, then two times in PBS.
Pelleted cells were lysed in 300 µL Lysis Buffer (40 mM NaOAc, 0.1% CHAPS, pH 3.5), incu-
bated on ice for 10 min, then centrifuged at 21,000× g for 1.5 min. The resulting supernatant
was transferred to a new microcentrifuge tube, mixed, then loaded in quadruplicate onto
non-binding surface, round-bottom, low-volume, black 384-well microplates (Corning®

CLS4514; 10 µL/well). The concentration of the supernatant was estimated by A280 quan-
tification using a NanoDrop® ND-1000 UV-Vis Spectrophotometer. For each sample, a
subset of wells was supplemented with the CatD inhibitor pepstatin A (PepA; 1 µM final
conc.; MilliporeSigma, Inc., Burlington, MA, USA). To initiate the reactions, 10 µL/well
of Reaction Buffer (100 mM NaOAc, 0.2 M NaCl, pH 3.5) supplemented with fluorogenic
substrate (4 µM final conc.) was added to each well. Plates were immediately loaded
into a microplate reader (Gemini EM, Molecular Devices, LLC, San Jose, CA, USA), and
fluorescence (λex = 328 nm, λem = 393 nm) was read continuously every 15 s for ≥10 min.
Proteolytic activity was calculated as follows: the slopes of the initial, linear portions of
progress curves from each well, obtained using SoftMax Pro (v. 5.0; Molecular Devices, LLC,
San Jose, CA, USA), were exported into Microsoft Excel; the slopes of PepA-containing
wells from each sample were subtracted; then activity was normalized to its A280 reading.
Data were expressed as a percentage of activity relative to that within MEFs or the parental
cell line (e.g., TL1C8).

4.6. Western Blotting

For protein collection, MEFs were grown to near-confluency in T75 flasks, harvested by
trypsin/EDTA treatment, washed once in DMEM/10% FBS, then washed twice in PBS. The
resulting cell pellets were resuspended in 6 vol Protein Lysis Buffer (50 mM Tris-HCl, 1%
Triton X-100, pH 7.4) supplemented with 1x Halt™ Protease Inhibitor Cocktail, incubated on
ice for 30 min, then centrifuged at 5000× g at 4 ◦C for 5 min. The resulting supernatant was
aliquoted into new tubes and stored at−80 ◦C. Prior to western blotting, the protein content
was quantified using the BCA Protein Assay according to manufacturer’s recommendations
(ThermoFisher, Waltham, MA, USA,). In some cases, we analyzed protein obtained for
activity assays as described above. Depending on the source, 5–20 µg of protein was
combined with NuPAGE LDS Loading Buffer plus reducing agent, heated to 70 ◦C for
10 min to denature proteins, loaded on NuPAGE 4–12% Bis-Tris Precast Protein Gels,
electrophoresed in MES running buffer then transferred to 0.2-µm nitrocellulose membranes
using a Trans-Blot Turbo Transfer System (Bio-Rad Laboratories, Hercules, CA, USA).
Protein-bound membranes were washed in Tris-buffered saline supplemented with 0.1%
Tween-20 (TBS-T), blocked with 5% milk in TBS-T for 1 h at room temperature, then
incubated O/N at 4 ◦C with primary rabbit anti-CatD antibody (Cat. No. PIPA579094;
1:2000) or HRP-conjugated anti-GAPDH antibody (Cat. No. MA515738HRP; 1:100,000).
After extensive washing with TBS-T, the blot probed with anti-CatD antibody was incubated
with HRP-conjugated secondary antibody (Cat. No. ab97051; Abcam; 1:20,000) for 1 h,
washed again with TBS-T, then the blot was visualized by enhanced chemoluminescence
and exposure to X-ray film as described [14].



Int. J. Mol. Sci. 2023, 24, 6745 12 of 14

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ijms24076745/s1.

Author Contributions: Conceptualization, M.A.L.; methodology, S.L. and M.A.L.; validation, H.M.T.,
D.S.M., L.A.B., S.L. and M.A.L.; data analysis, H.M.T., S.L. and M.A.L.; investigation, H.M.T., D.S.M.,
L.A.B., S.L. and M.A.L.; resources, F.M.L. and M.A.L.; writing—original draft preparation, M.A.L.;
writing—review and editing, H.M.T. and S.L.; supervision, F.M.L., S.L. and M.A.L.; funding acquisi-
tion, F.M.L. and M.A.L. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the U.S. National Institutes of Health Grant No. R01 AG066928
to F.M.L. and M.A.L.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data are contained within the article and Supplementary Material.

Acknowledgments: The authors thank the laboratory of Jorge Busciglio for generously providing
access to their multiplate reader and fluorescence microscope. We are grateful to A. Radu Aricescu,
Elphege Nora, Takashi Yamamoto, Connie Cepko, Dario Vignalim and Liliane Tenenbaum for
providing cloning vectors via Addgene.

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

References
1. Orban, P.C.; Chui, D.; Marth, J.D. Tissue- and site-specific DNA recombination in transgenic mice. Proc. Natl. Acad. Sci. USA 1992,

89, 6861–6865. [CrossRef] [PubMed]
2. Sauer, B. Functional expression of the cre-lox site-specific recombination system in the yeast Saccharomyces cerevisiae. Mol. Cell.

Biol. 1987, 7, 2087–2096. [CrossRef] [PubMed]
3. Gossen, M.; Bujard, H. Tight control of gene expression in mammalian cells by tetracycline-responsive promoters. Proc. Natl.

Acad. Sci. USA 1992, 89, 5547–5551. [CrossRef] [PubMed]
4. Gossen, M.; Freundlieb, S.; Bender, G.; Muller, G.; Hillen, W.; Bujard, H. Transcriptional activation by tetracyclines in mammalian

cells. Science 1995, 268, 1766–1769. [CrossRef]
5. Fire, A.; Xu, S.; Montgomery, M.K.; Kostas, S.A.; Driver, S.E.; Mello, C.C. Potent and specific genetic interference by double-

stranded RNA in Caenorhabditis elegans. Nature 1998, 391, 806–811. [CrossRef]
6. Sen, G.L.; Blau, H.M. A brief history of RNAi: The silence of the genes. FASEB J. 2006, 20, 1293–1299. [CrossRef]
7. Jinek, M.; Chylinski, K.; Fonfara, I.; Hauer, M.; Doudna, J.A.; Charpentier, E. A programmable dual-RNA-guided DNA

endonuclease in adaptive bacterial immunity. Science 2012, 337, 816–821. [CrossRef]
8. Cong, L.; Ran, F.A.; Cox, D.; Lin, S.; Barretto, R.; Habib, N.; Hsu, P.D.; Wu, X.; Jiang, W.; Marraffini, L.A.; et al. Multiplex genome

engineering using CRISPR/Cas systems. Science 2013, 339, 819–823. [CrossRef]
9. Mali, P.; Yang, L.; Esvelt, K.M.; Aach, J.; Guell, M.; DiCarlo, J.E.; Norville, J.E.; Church, G.M. RNA-guided human genome

engineering via Cas9. Science 2013, 339, 823–826. [CrossRef]
10. Hsu, P.D.; Lander, E.S.; Zhang, F. Development and applications of CRISPR-Cas9 for genome engineering. Cell 2014,

157, 1262–1278. [CrossRef]
11. Benes, P.; Vetvicka, V.; Fusek, M. Cathepsin D–many functions of one aspartic protease. Crit. Rev. Oncol. Hematol. 2008, 68, 12–28.

[CrossRef] [PubMed]
12. Mijanovic, O.; Petushkova, A.I.; Brankovic, A.; Turk, B.; Solovieva, A.B.; Nikitkina, A.I.; Bolevich, S.; Timashev, P.S.; Parodi, A.;

Zamyatnin, A.A., Jr. Cathepsin D-managing the delicate balance. Pharmaceutics 2021, 13, 837. [CrossRef] [PubMed]
13. Vashishta, A.; Ohri, S.S.; Vetvicka, V. Pleiotropic effects of cathepsin D. Endocr. Metab. Immune Disord. Drug Targets 2009, 9, 385–391.

[CrossRef] [PubMed]
14. Suire, C.N.; Abdul-Hay, S.O.; Sahara, T.; Kang, D.; Brizuela, M.K.; Saftig, P.; Dickson, D.W.; Rosenberry, T.L.; Leissring, M.A.

Cathepsin D regulates cerebral Abeta42/40 ratios via differential degradation of Abeta42 and Abeta40. Alzheimer’s Res. Ther. 2020,
12, 80. [CrossRef]

15. Selkoe, D.J.; Hardy, J. The amyloid hypothesis of Alzheimer’s disease at 25 years. EMBO Mol. Med. 2016, 8, 595–608. [CrossRef]
[PubMed]

16. Saftig, P.; Hetman, M.; Schmahl, W.; Weber, K.; Heine, L.; Mossmann, H.; Koster, A.; Hess, B.; Evers, M.; von Figura, K.; et al. Mice
deficient for the lysosomal proteinase cathepsin D exhibit progressive atrophy of the intestinal mucosa and profound destruction
of lymphoid cells. EMBO J. 1995, 14, 3599–3608. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/ijms24076745/s1
https://www.mdpi.com/article/10.3390/ijms24076745/s1
http://doi.org/10.1073/pnas.89.15.6861
http://www.ncbi.nlm.nih.gov/pubmed/1495975
http://doi.org/10.1128/mcb.7.6.2087-2096.1987
http://www.ncbi.nlm.nih.gov/pubmed/3037344
http://doi.org/10.1073/pnas.89.12.5547
http://www.ncbi.nlm.nih.gov/pubmed/1319065
http://doi.org/10.1126/science.7792603
http://doi.org/10.1038/35888
http://doi.org/10.1096/fj.06-6014rev
http://doi.org/10.1126/science.1225829
http://doi.org/10.1126/science.1231143
http://doi.org/10.1126/science.1232033
http://doi.org/10.1016/j.cell.2014.05.010
http://doi.org/10.1016/j.critrevonc.2008.02.008
http://www.ncbi.nlm.nih.gov/pubmed/18396408
http://doi.org/10.3390/pharmaceutics13060837
http://www.ncbi.nlm.nih.gov/pubmed/34198733
http://doi.org/10.2174/187153009789839174
http://www.ncbi.nlm.nih.gov/pubmed/19807669
http://doi.org/10.1186/s13195-020-00649-8
http://doi.org/10.15252/emmm.201606210
http://www.ncbi.nlm.nih.gov/pubmed/27025652
http://doi.org/10.1002/j.1460-2075.1995.tb00029.x
http://www.ncbi.nlm.nih.gov/pubmed/7641679


Int. J. Mol. Sci. 2023, 24, 6745 13 of 14

17. Cheng, S.; Wani, W.Y.; Hottman, D.A.; Jeong, A.; Cao, D.; LeBlanc, K.J.; Saftig, P.; Zhang, J.; Li, L. Haplodeficiency of Cathepsin D
does not affect cerebral amyloidosis and autophagy in APP/PS1 transgenic mice. J. Neurochem. 2017, 142, 297–304. [CrossRef]

18. Yarmolinsky, M.; Hoess, R. The legacy of Nat Sternberg: The genesis of Cre-lox technology. Annu. Rev. Virol. 2015, 2, 25–40.
[CrossRef]

19. Deuschle, U.; Meyer, W.K.; Thiesen, H.J. Tetracycline-reversible silencing of eukaryotic promoters. Mol. Cell. Biol. 1995,
15, 1907–1914. [CrossRef]

20. Thakore, P.I.; D’Ippolito, A.M.; Song, L.; Safi, A.; Shivakumar, N.K.; Kabadi, A.M.; Reddy, T.E.; Crawford, G.E.; Gersbach, C.A.
Highly specific epigenome editing by CRISPR-Cas9 repressors for silencing of distal regulatory elements. Nat. Methods 2015,
12, 1143–1149. [CrossRef]

21. Huntley, S.; Baggott, D.M.; Hamilton, A.T.; Tran-Gyamfi, M.; Yang, S.; Kim, J.; Gordon, L.; Branscomb, E.; Stubbs, L. A
comprehensive catalog of human KRAB-associated zinc finger genes: Insights into the evolutionary history of a large family of
transcriptional repressors. Genome Res. 2006, 16, 669–677. [CrossRef] [PubMed]

22. Moosmann, P.; Georgiev, O.; Thiesen, H.J.; Hagmann, M.; Schaffner, W. Silencing of RNA polymerases II and III-dependent
transcription by the KRAB protein domain of KOX1, a Kruppel-type zinc finger factor. Biol. Chem. 1997, 378, 669–677. [CrossRef]
[PubMed]

23. Szulc, J.; Aebischer, P. Conditional gene expression and knockdown using lentivirus vectors encoding shRNA. Methods Mol. Biol.
2008, 434, 291–309. [CrossRef] [PubMed]

24. Rossi, F.M.; Guicherit, O.M.; Spicher, A.; Kringstein, A.M.; Fatyol, K.; Blakely, B.T.; Blau, H.M. Tetracycline-regulatable factors
with distinct dimerization domains allow reversible growth inhibition by p16. Nat. Genet. 1998, 20, 389–393. [CrossRef]

25. Groner, A.C.; Tschopp, P.; Challet, L.; Dietrich, J.E.; Verp, S.; Offner, S.; Barde, I.; Rodriguez, I.; Hiiragi, T.; Trono, D. The
Kruppel-associated box repressor domain can induce reversible heterochromatization of a mouse locus in vivo. J. Biol. Chem.
2012, 287, 25361–25369. [CrossRef]

26. Hetman, M.; Perschl, A.; Saftig, P.; Von Figura, K.; Peters, C. Mouse cathepsin D gene: Molecular organization, characterization of
the promoter, and chromosomal localization. DNA Cell Biol. 1994, 13, 419–427. [CrossRef]

27. Zhou, X.; Vink, M.; Klaver, B.; Berkhout, B.; Das, A.T. Optimization of the Tet-On system for regulated gene expression through
viral evolution. Gene Ther. 2006, 13, 1382–1390. [CrossRef]

28. Wiznerowicz, M.; Jakobsson, J.; Szulc, J.; Liao, S.; Quazzola, A.; Beermann, F.; Aebischer, P.; Trono, D. The Kruppel-associated
box repressor domain can trigger de novo promoter methylation during mouse early embryogenesis. J. Biol. Chem. 2007,
282, 34535–34541. [CrossRef]

29. Doudna, J.A.; Charpentier, E. Genome editing. The new frontier of genome engineering with CRISPR-Cas9. Science 2014,
346, 1258096. [CrossRef]

30. Zheng, Q.; Cai, X.; Tan, M.H.; Schaffert, S.; Arnold, C.P.; Gong, X.; Chen, C.Z.; Huang, S. Precise gene deletion and replacement
using the CRISPR/Cas9 system in human cells. Biotechniques 2014, 57, 115–124. [CrossRef]

31. Labun, K.; Krause, M.; Torres Cleuren, Y.; Valen, E. CRISPR genome editing made easy through the CHOPCHOP Website. Curr.
Protoc. 2021, 1, e46. [CrossRef] [PubMed]

32. Sakuma, T.; Nishikawa, A.; Kume, S.; Chayama, K.; Yamamoto, T. Multiplex genome engineering in human cells using all-in-one
CRISPR/Cas9 vector system. Sci. Rep. 2014, 4, 5400. [CrossRef] [PubMed]

33. Matsuda, T.; Cepko, C.L. Controlled expression of transgenes introduced by in vivo electroporation. Proc. Natl. Acad. Sci. USA
2007, 104, 1027–1032. [CrossRef] [PubMed]

34. Das, A.T.; Tenenbaum, L.; Berkhout, B. Tet-On systems for doxycycline-inducible gene expression. Curr. Gene Ther. 2016,
16, 156–167. [CrossRef] [PubMed]

35. Urlinger, S.; Baron, U.; Thellmann, M.; Hasan, M.T.; Bujard, H.; Hillen, W. Exploring the sequence space for tetracycline-dependent
transcriptional activators: Novel mutations yield expanded range and sensitivity. Proc. Natl. Acad. Sci. USA 2000, 97, 7963–7968.
[CrossRef] [PubMed]

36. Xia, X.G.; Zhou, H.; Xu, Z. Multiple shRNAs expressed by an inducible pol II promoter can knock down the expression of
multiple target genes. Biotechniques 2006, 41, 64–68. [CrossRef]

37. Szulc, J.; Wiznerowicz, M.; Sauvain, M.O.; Trono, D.; Aebischer, P. A versatile tool for conditional gene expression and knockdown.
Nat. Methods 2006, 3, 109–116. [CrossRef]

38. Campa, C.C.; Weisbach, N.R.; Santinha, A.J.; Incarnato, D.; Platt, R.J. Multiplexed genome engineering by Cas12a and CRISPR
arrays encoded on single transcripts. Nat. Methods 2019, 16, 887–893. [CrossRef]

39. Magnusson, J.P.; Rios, A.R.; Wu, L.; Qi, L.S. Enhanced Cas12a multi-gene regulation using a CRISPR array separator. Elife 2021,
10, e66406. [CrossRef]

40. LaFerla, F.M.; Green, K.N. Animal models of Alzheimer disease. Cold Spring Harb. Perspect. Med. 2012, 2, a006320. [CrossRef]
41. Elegheert, J.; Behiels, E.; Bishop, B.; Scott, S.; Woolley, R.E.; Griffiths, S.C.; Byrne, E.F.X.; Chang, V.T.; Stuart, D.I.; Jones, E.Y.; et al.

Lentiviral transduction of mammalian cells for fast, scalable and high-level production of soluble and membrane proteins. Nat.
Protoc. 2018, 13, 2991–3017. [CrossRef] [PubMed]

http://doi.org/10.1111/jnc.14048
http://doi.org/10.1146/annurev-virology-100114-054930
http://doi.org/10.1128/MCB.15.4.1907
http://doi.org/10.1038/nmeth.3630
http://doi.org/10.1101/gr.4842106
http://www.ncbi.nlm.nih.gov/pubmed/16606702
http://doi.org/10.1515/bchm.1997.378.7.669
http://www.ncbi.nlm.nih.gov/pubmed/9278146
http://doi.org/10.1007/978-1-60327-248-3_18
http://www.ncbi.nlm.nih.gov/pubmed/18470652
http://doi.org/10.1038/3871
http://doi.org/10.1074/jbc.M112.350884
http://doi.org/10.1089/dna.1994.13.419
http://doi.org/10.1038/sj.gt.3302780
http://doi.org/10.1074/jbc.M705898200
http://doi.org/10.1126/science.1258096
http://doi.org/10.2144/000114196
http://doi.org/10.1002/cpz1.46
http://www.ncbi.nlm.nih.gov/pubmed/33905612
http://doi.org/10.1038/srep05400
http://www.ncbi.nlm.nih.gov/pubmed/24954249
http://doi.org/10.1073/pnas.0610155104
http://www.ncbi.nlm.nih.gov/pubmed/17209010
http://doi.org/10.2174/1566523216666160524144041
http://www.ncbi.nlm.nih.gov/pubmed/27216914
http://doi.org/10.1073/pnas.130192197
http://www.ncbi.nlm.nih.gov/pubmed/10859354
http://doi.org/10.2144/000112198
http://doi.org/10.1038/nmeth846
http://doi.org/10.1038/s41592-019-0508-6
http://doi.org/10.7554/eLife.66406
http://doi.org/10.1101/cshperspect.a006320
http://doi.org/10.1038/s41596-018-0075-9
http://www.ncbi.nlm.nih.gov/pubmed/30455477


Int. J. Mol. Sci. 2023, 24, 6745 14 of 14

42. Nora, E.P.; Caccianini, L.; Fudenberg, G.; So, K.; Kameswaran, V.; Nagle, A.; Uebersohn, A.; Hajj, B.; Saux, A.L.; Coulon, A.; et al.
Molecular basis of CTCF binding polarity in genome folding. Nat. Commun. 2020, 11, 5612. [CrossRef] [PubMed]

43. Chtarto, A.; Humbert-Claude, M.; Bockstael, O.; Das, A.T.; Boutry, S.; Breger, L.S.; Klaver, B.; Melas, C.; Barroso-Chinea, P.;
Gonzalez-Hernandez, T.; et al. A regulatable AAV vector mediating GDNF biological effects at clinically-approved sub-
antimicrobial doxycycline doses. Mol. Ther. Methods Clin. Dev. 2016, 5, 16027. [CrossRef] [PubMed]

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.

http://doi.org/10.1038/s41467-020-19283-x
http://www.ncbi.nlm.nih.gov/pubmed/33154377
http://doi.org/10.1038/mtm.2016.27
http://www.ncbi.nlm.nih.gov/pubmed/27069954

	Introduction 
	Results 
	Discussion 
	Materials and Methods 
	Reagents 
	Targeted Modification of the CTSD Gene 
	Cloning of the rtTRKRABV9I and rtTR Expression Constructs and Generation of Stable Cell Lines Derived from Them 
	Cell Culture 
	CatD Activity Assays 
	Western Blotting 

	References

