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Abstract: Sleeping Beauty (SB) is the first DNA transposon employed for efficient transposition in
vertebrate cells, opening new applications for genetic engineering and gene therapies. A transposon-
based gene delivery system holds the favourable features of non-viral vectors and an attractive
safety profile. Here, we employed SB to engineer HEK293 cells for optimizing the production of a
chimpanzee Adenovector (chAd) belonging to the Human Mastadenovirus C species. To date, chAd
vectors are employed in several clinical settings for infectious diseases, last but not least COVID-19.
A robust, efficient and quick viral vector production could advance the clinical application of chAd
vectors. To this aim, we firstly swapped the hAd5 E1 with chAd-C E1 gene by using the CRISPR/Cas9
system. We demonstrated that in the absence of human Ad5 E1, chimp Ad-C E1 gene did not support
HEK293 survival. To improve chAd-C vector production, we engineered HEK293 cells to stably
express the chAd-C precursor terminal protein (ch.pTP), which plays a crucial role in chimpanzee
Adenoviral DNA replication. The results indicate that exogenous ch.pTP expression significantly
ameliorate the packaging and amplification of recombinant chAd-C vectors thus, the engineered
HEK293ch.pTP cells could represent a superior packaging cell line for the production of these vectors.

Keywords: Sleeping Beauty transposon; chimpanzee Adenovector production; precursor
terminal protein

1. Introduction

Human Adenoviral vectors, in particular those belonging to serotype 5 (Ad5), have
been extensively used in clinical trials with an excellent safety profile, mainly as vectors
for Human Immunodeficiency Virus (HIV) vaccines [1,2]. However, the broad tropism of
human Adenovirus infections generates levels of host anti-vector immunity that may limit
the utility of this vector [3]. Pre-existing immunity can be circumvented by employing
vectors based on Adenoviruses isolated from different species, including chimpanzee Ade-
novirus (chAd) belonging to Human Mastadenovirus C species, which have significantly
lower seroprevalence rates in human populations [4]. Indeed, while approximately 40% of
humans have Ad5 neutralizing antibody (nAb) titers > 200, less than 10% of humans with
nAb against chAd have titers higher than 200 [5,6]. Moreover, chAd showed comparable
immunological potency to species C human Ad serotypes 5 and 6 in mice and primates [5]
and can grow in human cell lines previously used for production of clinical material, such as
HEK293 and PER.C6® cells (Crucell, Leiden, The Netherlands). These features highlighted
the advantage of chAd versus hAd5 as vaccine carrier in humans. To date, a number of
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clinical trials aimed at preventing the infection of Ebola, Malaria, HIV, Hepatitis C Virus,
Respiratory Syncytial Virus [7] and recently SARS-CoV-2 are based on chAd vectors [8].
However, packaging and amplification of recombinant chAd in HEK293 cells remain a
suboptimal time-consuming process. Thus, an engineered HEK293 cell line able to boost
the chAd viral growth is needed.

A possible strategy to establish an engineered HEK293 cell line for chAd viral vector
production exploits CRISPR-mediated genome editing. The CRISPR/Cas9 system is an
effective genome editing tool relying on an engineered nuclease from S. pyogenes (SpCas9)
driven by a guide RNA (gRNA) to the target DNA, where it induces double-strand breaks
(DSBs) [9]. DSBs are repaired either by non-homologous end-joining (NHE]) mechanism,
an error-prone process leading to knockout of gene expression or by homology-directed
repair (HDR) in presence of a DNA donor template [10,11]. The possibility to use the
CRISPR/Cas9 system to induce specific genome editing events has been recently proposed
as a novel therapeutic approach for monogenic disorders [12-15] and cancer [16], and could
be employed to replace hAd5 E1 gene with E1 from chAd-C in HEK293 cells.

As alternative strategy, adenoviral factors could be modulated to improve vector
production. Indeed, it has been shown that human Ad5 pre-Terminal Protein (pTP) overex-
pression enhanced viral replication of oncolytic Adenovirus in cancer cells [17]. Moreover,
overexpression of human pTP in HEK293 cells was sufficient to significantly improve the
rescue and propagation of recombinant human Ad>5 vectors in the packaging cells [18,19].
No data on chimp pTP expression in HEK293 cells are reported so far. Thereby, here,
we investigate whether the overexpression of chimp Ad-C pTP (ch.pTP) in HEK293 cells
could benefit chimp adenoviral packaging. We exploited the highly efficient Sleeping Beauty
system [20] to stably integrate the ch.pTP into the HEK293 genome. Sleeping Beauty (SB)
belongs to the Tcl/mariner superfamily of DNA transposons [21] comprising a transposase
gene flanked by inverted repeats (IRs) containing recognition sequences for transposase
binding. A “cut and paste” mechanism mediates the transposition of SB in a new genomic
locus. Sequence analysis of SB integration sites from mammalian cells showed that integra-
tion occurs exclusively into TA dinucleotides [22] and follows a fairly random distribution
in the genome. This close-to-random integration profile of SB was confirmed by multiple
studies and was reported for various organisms and cell types [23-25]. As a tool to integrate
an exogenous DNA cargo in the human genome, SB was established 20 years ago [26]
and is based on a two-component transposon system. During time, the transposase and
the transposon DNA sequences have undergone stepwise optimization that resulted in
the hyperactive SB100X transposase [27], the T2 transposon with fourfold increased trans-
position efficiency [28,29] and the “sandwich” (SA) transposon for large cargo DNA [24].
Thus, Sleeping Beauty could be delivered as a non-viral system through nucleofection [30] or
lipofection of the two components, although several transposon-viral hybrid vectors based
on Adenovirus [31], Adeno-associated virus (AAV) [32], Baculovirus [33] and integration
defective lentiviral vector (IDLV) [25,34] have been developed.

To achieve our aim, we transposed [28] the ch.pTP expression cassette into HEK293
cells using SB system. The engineered HEK293ch.pTP bulk were compared to the parental
HEK293 in rescuing and propagating chAd-C Venus vector [35]. Nine clones isolated from
the HEK293ch.pTP bulk and expressing different level of ch.pTP were tested for rescuing
and propagating the chAd-C Venus vector.

Our results demonstrate that ch.pTP-overexpressing HEK293 cells improve yield
and quality of recombinant chAd-C vectors. Moreover, clones #13 and #25 isolated from
HEK293ch.pTP bulk represent good candidates for new packaging cells tailored to the
production of chAd-C vectors, already employed in clinical trial for vaccine therapy.

2. Results
2.1. Successful Replacement of hAd5 E1 with chAd-C E1 Fails to Stably Immortalize HEK293 Cells

Several simian Adenovirus have been employed as E1l-deleted Ad vectors for gene
delivery or vaccine vectors exploited in human therapies [36-39]. Chimpanzee Ad vectors
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of E species belonging to Human Mastadenovirus E species (e.g., chAd63, ChAdOx-1) can
be propagated on HEK293 cells, even if suboptimally [36]. However, vectors developed
from chAd-C belonging to Human Mastadenovirus C species (Figure S1), are inefficiently
propagated on regular HEK293 [40]. To optimize chAd-C vectors packaging into HEK293
cells, we firstly swapped hAd5 E1 with the chAd-C E1 gene, preserving the regulatory
promoter/enhancer region of hAd5 E1 (Figure S2a). To trigger HDR-mediated in situ
replacement of the hAd5 E1, a chAd-C E1 expression cassette (donor chEl) and two
gRNAs targeting the 5'-UTR sequence of hAd5 E1 just before E1A ATG (gRNA.E1A) and
a region 20 nt-downstream E1B-55K STOP codon (gRNA.E1B) were generated. A single
SpCas9 expression vector carrying the two gRNAs (pX330gRNA.E1A.gRNA E1B) was
co-transfected with the donor chE1 plasmid (pBS.chAd-C E1.HA) in HEK293 cells and
the in situ HDR was followed over time by 3’ target integration (TI) PCR. As reported
in Figure S2b, HDR events successfully occurring from 2 days post-transfection (dpt),
as confirmed by Sanger sequencing of PCR products (data not shown), were lost over
time and completely disappeared 12 dpt indicating that HEK293 cells undergoing in situ
replacement of hAd5 E1 with chAd-C E1 were negatively selected. To exclude the risk of
poor transcription of chAd-C E1 from hAd5 E1 endogenous promoter, we constructed a
donor template (pBS.PGK.chAd-C E1.HA) carrying the chAd-C E1 driven by the strong
constitutive phosphoglycerate kinase promoter (PGK) (Figure S3a). The expression of
ch.E1 driven by endogenous or PGK promoter in HDR donor templates was confirmed
by transfecting HeLa cells with donor ch.E1 (pBS.chAd-C E1.HA) and donor PGK.ch.E1
(pBS.PGK.chAd-C E1.HA) (Figure S3b). Similarly, HDR-mediated in situ replacement
occurred, however, HEK293 cells showing HDR events were lost over time (Figure S2c).
Collectively, these data confirm that in the absence of human Ad5 E1, chimp Ad-C E1 gene
did not support HEK293 survival.

2.2. Sleeping Beauty System Mediates High Expression of ch.pTP in HEK293 Cells

To establish a stable HEK293 cell line able to boost the production and amplification of
chAd vectors, we sought to permanently express the pTP from chAd-C (ch.pTP) belonging
to Human Mastadenovirus C species (Figure S1 and Figure 54) into HEK293 cells using the
Sleeping Beauty system, which allows a genuine and safe integration profile [24] of the ge-
netic cargo. The ch.pTP coding region driven by the hybrid CAGGS promoter, consisting of
the cytomegalovirus (CMV) enhancer fused to the chicken beta-actin promoter and intron,
was cloned into the pT2-based plasmid, generating the pT2.ch.pTP transposon. To deter-
mine the transposition efficiency, HEK293 cells were transfected with a size-comparable
Venus-expressing T2 transposon alone or together with SB100X transposase. Venus expres-
sion, measured by flow cytometry all along the culture period (20 days), showed a signal
that persisted in presence of SB100X and dropped without the transposase (Figure S5a).
Although the transposition rate was approximately 78.9% (Figure S5b), we cloned a cas-
sette for the expression of the Hygromycin resistance gene into the pT2.ch.pTP plasmid
(pT2.ch.pTP.Hygro, Figure 1A) to facilitate the selection of cells expressing ch.pTP. In-
terestingly, HEK293 cells co-transfected with pT2.ch.pTP.Hygro and SB100X transposase
coding plasmid (pCMVSB100X, Figure 1A) lost the ch.pTP in 8-15 days post-transfection
in absence of antibiotic selection, as shown by PCR amplifying the CAGGS-pTP frag-
ment (489 bp, Figure 1B), while a stable HEK293ch.pTP cell line was established by co-
transfection of pT2.ch.pTP.Hygro and pCMVSB100X plasmids followed by Hygromycin
selection. As control, HEK293 cells were transfected with pT2.ch.pTP.Hygro and selected
with Hygromycin, according to the standard procedure to generate a stable cell line. The
integration of ch.pTP expression cassette was followed over time (up to 26 dpt) by PCR
on genomic DNA extracted from transfected cells, demonstrating the stable integration of
ch.pTP in Hygromycin-resistant HEK293 cells independently of the transposase SB100X
(Figure 1C). However, the expression of ch.pTP was higher in transposed HEK293 cells, as
determined by semi-quantitative PCR, respect to Hygromycin-resistant non-transposed
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ch.pTP cells (Figure S6). Thereby, only transposed HEK293ch.pTP cells were used for
further experiments.
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Figure 1. Transposition of ch.pTP in HEK293 cells. (A) Schematic outline of the plasmids carrying
transposon or transposase. pPCMVSB100X carries the SB100X transposase coding sequence under
the control of cytomegalovirus (CMV) promoter. The pT2.ch.pTP.Hygro transposon plasmid carries
the expression cassettes for ch.pTP, under the control of the hybrid CAGGS promoter, and a second
expression cassette for the Hygromycin resistance gene (Hygro), driven by Herpes Simplex Virus
Thymidine Kinase (TK) promoter. Black arrows indicate T2 IR. pA, polyadenylation signal. (B) PCR
amplification of a fragment (489 bp) of ch.pTP and, as control, GAPDH in the genomic DNA from
HEK?293 cells co-transfected with pCMVSB100X and pT2.ch.pTP.Hygro plasmids. (C) PCR amplifica-
tion of a fragment (489 bp) of ch.pTP and, as control, GAPDH in the genomic DNA from HEK293
cells transfected with pT2.ch.pTP.Hygro plasmid in presence (left panel) or absence (right panel) of
pCMVSB100X and selected with Hygromycin. M, 100 bp molecular weight marker.

2.3. Stable Integration and Expression of ch.pTP Improves chAd-C Rescue and Propagation in
HEK293 Cells

Firstly, we analysed whether ch.pTP expression in HEK293 cells enhances rescue and
propagation of chAd-C Venus vector. According to a standard protocol for first-generation
adenoviral vector [5], we transfected the Pmel-linearized plasmid DNA into engineered
HEK293ch.pTP or parental HEK293 cells and measured the viral titers (viral particles per
mL, VP/mL, and transducing unit per mL, TU/mL) rescued at PO and propagated at
passage 1 (P1). No further amplification steps were performed since the effect of the ch.pTP
expression in the packaging cells would benefit preferentially the PO of vector production
which, in HEK293 cells, occurs in the absence of available initiator of Adenoviral replication.
We measured, by Real Time PCR, the amount of ch.pTP mRNA produced during the
packaging of a chAd-C vector at PO from 3 dpt up to full cytopathic effect (15 dpt), in
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HEK293ch.pTP cells compared to HEK293 cells (Figure 2A). The analysis showed that
the ch.pTP mRNA at 3 dpt was 2.5-fold higher than the transcript from the transgene
integrated in the genome of HEK293ch.pTP cells, and increased up to 67-fold at 14 dpt. It is
interesting to note that approximately 9 dpt, the level of ch.pTP mRNA produced during
the packaging in HEK293 cells reached the basal level of ch.pTP mRNA in HEK293ch.pTP
cells. The results of rescue and propagation experiments (n = 4) harvested at the same time
frame (15 dpt) indicated that chAd-C Venus-rescue (P0) was significantly more efficient in
engineered HEK293ch.pTP cells compared to the parental HEK293 (n = 3), as measured by
VP/mL and TU/mL (Figure 2B,C). The propagation at P1 still gained a significant vector
production compared to HEK293 cells as observed for TU/mL titer (Figure 2C) even though
the physical titers (VP/mL) at P1 were comparable (Figure 2B). Correlating the amounts of
physical particles to the transducing units, we looked at the quality of vector production,
which is inversely proportional to the ratio between VP/mL and TU/mL: the lower the
value of VP/TU, the higher the vector quality. The VP/TU ratio of the chAd-C vector
produced in HEK293ch.pTP bulk was significantly lower compared to those produced in
HEK?293 cells at PO (Figure 2D), indicating that ch.pTP expression during the rescue step
(PO0) also benefits the packaging of viral particles of significantly higher quality. To assess
the stability of the bulk expressing ch.pTP, two rescue and propagation experiments for the
chAd-C vector were performed in the HEK293ch.pTP bulks frozen 19, 30 and 48 days post-
transfection and under Hygromycin selection. As reported in Table S1, all HEK293ch.pTP
bulks performed similarly in terms of VP/mL and TU/mL produced, indicating that the
vector growth advantage provided by HEK293ch.pTP bulk persisted over time.
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Figure 2. Transcript of ch.pTP and chAd-C vector produced in HEK293ch.pTP and HEK293 cells.
(A) Real Time PCR analysis of ch.pTP transcript produced during the packaging of a chAd-C
vector at PO in HEK293ch.pTP cells (full circle) compared to HEK293 cells (empty triangle). The
amount of ch.pTP mRNA was analysed from 3 dpt up to full cytopathic effect (15 dpt) in three
independent experiments. (B) VP/mL and (C) TU/mL titration of chAd-C Venus vector rescued
(PO) and propagated (P1) in HEK293 (n = 3) and in HEK293ch.pTP cells (n = 4). (D) Ratio VP/TU
as a parameter of the quality of chAd-C vector rescued (P0) and propagated (P1) in HEK293 and
HEK293ch.pTP cells. The data are reported as mean + SD. *** p < 0.001; ** p < 0.01; * p < 0.05.
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We challenged the HEK293ch.pTP bulk for the production of chAd-E EGFP vector
belonging to the Human Mastadenovirus E species. The chAd-E EGFP-rescue (P0), mea-
sured by TU/mL, was approximately 4-fold more efficient in HEK293ch.pTP cells and the
P1 in these cells produced 6-fold more transducing particles compared to HEK293 cells
(Figure S7a). Again, the quality of the vector packaged in the HEK293ch.pTP bulk was
higher compared to the particles generated in the HEK293 cells (Figure S7b).

Once demonstrated the stable packaging advantages of the engineered HEK293ch.pTP
cells, we performed cell cloning to isolate HEK293ch.pTP clones producing high-titer
chAd-C vector. The expression of ch.pTP in 34 isolated clones was measured by RTqPCR
(Figure 3A). Nine clones (#1, #2, #13, #17, #25, #26, #27, #30 and #36) with different levels
of ch.pTP expression compared to HEK293ch.pTP cells were analysed for cell cycle pro-
gression (Figures 3B and S8). The distribution of cells in G0-G1, S or G2/M phases did not
show significant differences in HEK293ch.pTP bulk or clones, compared to HEK293 cells,
suggesting that ch.pTP expression did not alter cell cycle progression.
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Figure 3. Molecular and cellular analysis of clones isolated from the HEK293ch.pTP bulk. (A) RTqPCR
to assess the expression of ch.pTP in 34 clones compared to the HEK293ch.pTP bulk. As a negative
control, ch.pTP expression in HEK293 cells was measured. The expression of GAPDH was used for
normalization. (B) Cell cycle analysis by flow cytometry. The percentage of cells in each stage of the
cell cycle (GO/G1, S, and G2/M) scored in HEK293, HEK293ch.pTP bulk and clones #1, #2, #13, #17,
#25, #26, #27, #30 and #36 cultured for 7 days is indicated.

The selected nine clones were also tested, in two independent experiments, for the
efficiency to package the chAd-C Venus vector compared to HEK293ch.pTP and HEK293
cells. Compared to HEK293 cells, all the selected clones showed a similar or higher
production of chAd-C at PO (Figure 4A,C), and a pronounced growth advantage at P1
(Figure 4B,D). Of note, clones #13 and #25 supported the chAd-C rescue and propagation
at a high level, comparable to the HEK293ch.pTP cells as demonstrated by VP/mL and
TU/mL titers at PO (Figure 4A,B) and P1 (Figure 4C,D).
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Figure 4. ChAd-C vector produced in HEK293ch.pTP clones. Titration of chAd-C Venus vec-
tor in terms of VP/mL and TU/mL rescued (PO, (A,C)) and propagated (P1, (B,D)) in HEK293,
HEK293ch.pTP cells and nine isolated clones. Mean with standard deviation (1 = 2) is presented.

Overall, these data indicate that exogenous expression of ch.pTP can significantly
improve the rescue and propagation of chAd-C vectors and new packaging clones for
chAd-C vector production were isolated.

3. Discussion

The adenoviral El-deleted vectors isolated from chimpanzees used so far, i.e., chAd-C
show reduced yields upon propagation on HEK293 cells (10>~10® VP/cell [41]) indicating
that although they could grow in the presence of E1 from hAd5 virus, optimization of
vector yield could be pursued.

Thereby, we replaced the human Ad5 E1 with chAd-C E1 in HEK293 cells with a
CRISPR-based strategy. However, although chAd-C belongs to the highly immunogenic
virus of C species, its E1 gene does not have the potential to stably transform human cells
such as the hAd5 E1 gene.

Itis accepted that transformation of primary human cell lines with Adenovirus-derived
sequences is a highly inefficient process, and it is possible that HEK293 cells have adapted
to, and depend on the specific hAd5 E1 sequences present in their genome for survival.
Indeed, in hAd5-El-transformed human amniotic fluid cells (a mix of at least two different
populations), only mesenchymal stem cell lines (but not cells of epithelial origin) could be
derived, and in these cells the expression pattern of the different El-derived proteins is
different from the one observed in HEK293 cells [42], raising the possibility that interaction
of hAd5 E1 DNA with specific host cell factors is crucial for proper expression of all E1 orfs.

Overall hAd5 and chAd-C E1 share 73.4% amino acid homology: 66.7% for E1A-13S,
65.8% for E1A-12S, 69.31% for E1B-19K and 82.64% for E1B-55K. It is possible that chAd
El-derived proteins interact less efficiently than their hAd5 counterpart with host cell
factors necessary for transformation, including the Retinoblastoma protein (pRb), p53, and
components of the DNA repair machinery like Mrell [43]. This need for a homotypic
interaction between E1 and its interaction partner would somehow be reminiscent of
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another growth property of Adenoviruses, i.e., vector developers using Adenoviruses
other than hAd5 and growing them in cells harbouring the hAd5 E1 region (i.e., HEK293
or PER.C6) have historically replaced the native E4 orf6 with the corresponding one of
hAd5 [44-46]. This vector modification is conducted to promote homotypic interaction
between the E1 present in the packaging cell line and E4orf6 present on the vector, an
interaction required to degrade p53 to improve viral yield. Interestingly, the ability of
E1B-55K to bind and degrade its targets appears to be subgroup/serotype specific [47].

To pursue the aim of chAd-C growth optimization, we took advantage of the previ-
ously reported data claiming that overexpression of hAd5 pTP in HEK293 cells significantly
improves the packaging and amplification of human recombinant Adenoviruses [18]. We
employed the Sleeping Beauty system to stably integrate the ch.pTP in HEK293 cells. Al-
though the transposition efficiency was remarkable, the hygromycin selection was required
for the enrichment of cells expressing a level of ch.pTP compatible with HEK293 cell sur-
vival. Moreover, hygromycin selection without transposition events resulted in lower
ch.pTP expression in the HEK293 bulk population, suggesting that a safe and genuine
integration profile provided by the SB system benefits the expression of the ch.pTP.

The HEK293ch.pTP bulk and parental HEK293 were compared in the rescue and prop-
agation of chAd-C Venus belonging to Human Mastadenovirus C species. HEK293ch.pTP
cells significantly ameliorated the yield and the quality of chAd-C vector rescued at P0,
underlining the key role of the pTP, the initiator of adenoviral replication. Indeed, the
amount of chAd-C vector particles produced at P1 in HEK293ch.pTP and HEK293 cells
were comparable, but the viral particles propagated in HEK293ch.pTP cells had a signifi-
cantly higher infectious titer measured as TU/mL. Noteworthy, the ch.pTP integrated in
the HEK293ch.pTP cell line shares over 99% homology at protein level with the pTP of
the chimpanzee-derived Mastadenoviruses SAdV31.1, SAdV31.2, SAdV34, SAdV40.1 and
SAdV40.2 (GenBank HC000816.1, HC000847.1, HC000785.1) reported by Roy et al. [48] hint-
ing towards the possibility that the productivity of these and potentially of other Human
Mastadenoviruses could also be improved by the use of this packaging cell line.

Not surprisingly, the chAd-E vector belonging Human Mastadenovirus E species
benefits to a minor extent from HEK293ch.pTP cells, probably due to an uncomplete
homology between the ch.pTP expressed in the HEK293ch.pTP and the pTP from chAd-E,
which share an overall 79.05% identity.

During viral DNA replication, pTP interacts with two additional viral E2 gene prod-
ucts, namely the ssDNA binding protein DBP and the viral DNA polymerase, and two
host cell factors, the nuclear factor I (NFI) and Oct-1. We reasoned that if ch.pTP in
HEK293ch.pTP cells is able to promote viral growth of chAd-C and, to a lesser extent,
of chAd-E, the problem might lie in the interaction with viral factors, rather than with
cellular factors. The crucial amino acid for pTP interaction with Ad DNA polymerase in
hAd5 is Ser580 [49]. This Ser lies within a conserved motif (D/E)XSX(D/E) also shared
by the pTPs of chAd-C and chAd-E used in this study and is therefore unlikely to be
accountable for the observed minor improved productivity of chAd-E versus chAd-C in
the HEK293ch.pTP cells. Mutations in various additional residues of hAd5 pTP have
been shown to impact its interaction with the Ad polymerase [50], but again, none of the
mutations were present in chAd-E pTP. To our knowledge, fine mapping of the interaction
between pTP and DBP is not available and therefore no speculation can be put forward on
this. Nevertheless, it is noteworthy that pTP of chAd-E is considerably larger than the one
of chAd-C (670 and 647 aa, respectively) and that this additional length is mostly due to
insertions of 17, 4 and 7 consecutive amino acid stretches after residues 184, 365 and 387.

The SB-mediated transposition of the ch.pTP in the HEK293 bulk confers a repro-
ducible and stable production of chAd vectors over time allowing the isolation of new
packaging clones for chAd vectors. Although no linear correlation between ch.pTP ex-
pression and chAd-C viral production was observed, clones #13 and #25 provided robust
growth of the chAd-C Venus vector in two independent experiments.
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To conclude, we established a HEK293ch.pTP packaging cell line and we isolated new
packaging clones to improve the generation and production of recombinant chAd-C vectors
that would be beneficial for most applications in vaccine therapy.

4. Materials and Methods
4.1. Plasmids

To generate the effector plasmid pX330gRNA.E1A.gRNA E1B, gRNA E1A or gRNA.E1B
were firstly cloned in the pX330-U6-Chimeric_BB-CBh-hSpCas9 plasmid, by oligo anneal-
ing in the Bbsl site, and then the U6-gRNA E1B cassette into the pX330.gRNA.E1A. For the
HDR donor plasmid pBS.chAd-C E1.HA, the chAd-C E1 sequence from the last 46 nt of the
5-UTR of E1A to 20 nt-downstream E1B STOP codon was amplified by PCR from pchAd-C
El. The promoterless chAd-C E1 sequence was cloned between the 5 and 3’ homology
arms (HA, 550 and 818 bp in length, respectively), amplified by PCR from hAd5 in HEK293
genomic DNA, and cloned in pBSIISK(—) plasmid. To generate the pBS.PGK.chAd-C
E1.HA donor plasmid, the PGK sequence was cloned downstream of the 5'-HA, just before
the chAd-C E1 sequence in the pBS.chAd-C E1.HA plasmid by digestion of the Nhel site.
The pCMVSB100X and pT2VENUS [24] plasmids were kindly provided by Prof. Zoltan
Ivics, Paul Ehrlich Institute, Langen, Germany. To construct the pT2.ch.pTP plasmid, the
ch.pTP coding region driven by the CAGGS promoter, followed by the bovine growth hor-
mone (bGH) polyA site, was cloned between the T2 IR of the pT2/BH plasmid (provided
by Prof. Ivics). To generate the pT2.ch.pTP.Hygro coding plasmid, the expression cassette
for the Hygromycin resistance gene under the control of Herpes Simplex Virus Thymidine
Kinase (TK) promoter was subcloned in pT2.ch.pTP plasmid downstream the polyA signal
of ch.pTP expression cassette.

4.2. Cell Culture, Transfection and Isolation of Single Cell Clones

HeLa and HEK293 cells were grown in cultured in Dulbecco’s modified Eagle’s
medium (DMEM) supplemented with 10% foetal calf serum (FCS), 100 U/mL penicillin
and 100 mg/mL streptomycin (Lonza Ltd., Basel, Switzerland). Transfection of 8 x 10° cells
was performed using Lipofectamine 2000 (Thermo Fisher Scientific, Monza, Italy) with 4 pg
of total plasmid DNA. In transposition experiments, the transposon/transposase amounts
of plasmid DNA was calculated accordingly to the stoichiometric ratio of 2:1 in a total
quantity of 4 pug. In control samples, pPCDNA3.1 plasmid (Thermo Fisher Scientific, Monza,
Italy) was used instead of pCMVSB100X. The percentage of Venus* cells was determined by
flow cytometry at indicated time points post-transfection. The transposition efficiency was
calculated as %Venus* cells 20 dpt/%Venus* cells 2 dpt x 100. For Hygromycin selection,
starting from the day after transfection, cells were treated with 0.2 mg/mL of Hygromycin
to select antibiotic-resistant cells. To isolate single-cell clones, 36 days post-transfection
Hygromycin-resistant bulk were limiting-diluted to obtain a concentration of 0.3 cells/well
and seeded in a 96-well plate.

4.3. Viral Vector Titration

The amount of viral particles produced during the rescue (P0) and propagation (P1),
obtained by infecting HEK293s.pTP bulk or clones at MOI 150 (VP/mL), was measured
using digital droplet PCR. In short, cells infected with the test vector were harvested at
the indicated time point and subjected to three consecutive cycles of freeze/thawing at
—80 °C/37 °C, followed by centrifugation at 2000 rpm at room temperature for 10 min to
pellet debris.

Ten- or hundred-fold-diluted virus-containing supernatants were treated with DNAse
(Roche, Merck Life Science, Milan, Italy) at 37 °C for 30 min to digest unpackaged DNA,
according to the manufacturers’ protocol. Following EDTA treatment to inactivate the
DNAse, DNAse-resistant viral genomes were released by incubation of the mix with
SDS at final concentration of 0.1%, and following another ten- to hundred-fold dilution,



Int. J. Mol. Sci. 2022, 23, 7538

10 0f 13

DNA was subjected to digital droplet PCR-based quantitation using promoter-specific
oligonucleotides (CMV Promoter Fw, CMV Promoter Rw, CMV Promoter Probe).

The infectious titers of stocks of chAd vectors were determined by endpoint dilution
in 96-well plates containing 10* HeLa cells per well. Forty-eight hours after infection with
serially diluted chAd vector preparations, the percentage of EGFP or Venus positive cells
was measured by acquiring on a FACS CANTO cytofluorimeter (BD Italy, Milan, Italy).

4.4. Analysis of CRISPR/Cas9-Mediated Editing on hAd5 E1 Gene and ch.pTP Integration in
HEK293 Cells

Genomic DNA was extracted from HEK293 cells treated for CRISPR-mediated replace-
ment or pTP transposition, using QlAamp DNA mini or micro kits (Qiagen, Milan, Italy)
following the manufacturer’s instructions, at indicated time points post-transfection or
transduction. To analyse the replacement of hAd5E1 with chAd-C E1, genomic DNA of
HEK293 cells co-transfected with effector plasmid and HDR donor plasmid was amplified
by PCR with primers ChAdE1-3HA-F2 and PSG4-RC (Table S2) to analyse the correct
integration of the donor at 3’ regions. The integration of ch.pTP expression cassette was de-
termined by PCR on genomic DNA extracted from transfected HEK293 cells, with primers
CAG-F and pTP-RC (Table S2). As a control, the genomic DNA of transfected HEK293 cells
was amplified by PCR with GAPDH-F and GAPDH-R (Table S2).

4.5. Semi-Quantitative and Quantitative RI-PCR Analyses

Total RNA was isolated with the RNeasy Mini and Micro kit (Qiagen, Milan, Italy)
according to the manufacturer’s instructions. cDNA was synthesized in a 20 pL reaction by
Superscript III Reverse Transcription kit (Invitrogen, Thermo Fisher Scientific, Monza, Italy).
To evaluate the expression of ch.pTP mRNA from the integrated transgene and during the
viral packaging, SYBR green Real Time PCR was performed with ABI Prism 7900 Sequence
Detection System (Applied Biosystems, Thermo Fisher Scientific, Monza, Italy) with Power
SYBR Green PCR Master Mix (Thermo Fisher Scientific, Monza, Italy). Primers were
designed to amplify both transcripts from the transgene and viral vector (pTP-SYBR-F and
pTP-SYBR-R, Table S2). Primers specific to human 3-actin (SYBR-B-ACTIN-F and SYBR-B-
ACTIN-R, Table 52) were used as housekeeping control. Reactions were performed at 95 °C
for 10 min, followed by 40 cycles at 95 °C for 15 s and 60 °C for 1 min, and dissociation curve
analysis. To evaluate ch.pTP mRNA expression in HEK293ch.pTP bulks and clones, TagMan
Real Time PCR analysis was performed with ABI Prism 7900 Sequence Detection System
(Applied Biosystems, Thermo Fisher Scientific, Monza, Italy) with TagMan Universal PCR
Master Mix. The ch.pTP expression levels were measured using custom assay (ch.pTP-F
primer ch.pTP-R primer and ch.pTP-probe, Table S2). Human GAPDH assay (hGAPDH:
NM_02046.3, Applied Biosystem Thermo Fisher Scientific, Monza, Italy) was used as
housekeeping control. Reactions were performed at 50 °C for 2 min and 95 °C for 10 min,
followed by 40 cycles at 95 °C for 15 s and 60 °C for 1 min. The relative expression of the
target genes was normalized to the level of GAPDH housekeeping gene in the same cDNA
by using the 2~#4CT quantification. The replicated Relative Quantity (RQ) values for each
biological sample were averaged.

Semi-quantitative RT-PCR analysis to evaluate chAd-C E1 expression in HeLa cells
transfected with ch.E1 donor plasmids was performed with ChAdE1-F and ChAdE1-R
primers (Table S2). Semi-quantitative RT-PCR analysis to evaluate ch.pTP expression in
Hygromycin-selected bulks was performed with CAG-F and pTP-RC primers (Table S2).
As housekeeping control, GAPDH mRNA was amplified with GAPDH-F and GAPDH-R
primers (Table S2). PCR cycles: 95 °C 30's, 58 °C 30's, and 72 °C 30 s.

4.6. Cell Cycle Analysis

Cell cycle analysis was performed after 7 days of culture by flow cytometry according
to Benatti et al. [51] Cell cycle phase distribution was determined using Flow]Jo software
(Becton Dickinson, BD Italy, Milan, Italy).
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4.7. Statistical Analysis
Statistics were computed with Prism version 9.0 software (GraphPad, San Diega CA,

USA). Data were analysed for statistical significance using Student’s t-test. All values in
each group were expressed as the mean + SD.

Supplementary Materials: The following are available online at https:/ /www.mdpi.com/article/
10.3390/ijms23147538 /s1.

Author Contributions: S.B., D.B., A.R. (Angelo Raggioli) and A.R. (Alessandra Recchia) conceived
the study. S.B. and D.B. designed the experiments. C.P., E.C. and M.G. analysed the data. ED.
performed rescue and propagation of Chimp Adeno vectors. D.B., A.R. (Angelo Raggioli) and A.R.
(Alessandra Recchia) wrote and edited the paper. All authors have read and agreed to the published
version of the manuscript.

Funding: This work was supported by ReiThera s.r.l and 2017 MILLION DOLLAR BIKE RIDE Pilot
Grant Full Application.

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

Acknowledgments: The authors thank Armin Lahm for the bioinformatic analysis and Stefano
Colloca for helpful discussion.

Conflicts of Interest: A.R. (Angelo Raggioli) and M.G. are employees of ReiThera. The remaining
authors have no conflict of interest to declare.

References

1.

10.

11.

12.

Hammer, S.M.; Sobieszczyk, M.E.; Janes, H.; Karuna, S.T.; Mulligan, M.J.; Grove, D.; Koblin, B.A.; Buchbinder, S.P.; Keefer, M.C.;
Tomaras, G.D.; et al. Efficacy trial of a DNA /rAd5 HIV-1 preventive vaccine. N. Engl. J. Med. 2013, 369, 2083-2092. [CrossRef]
[PubMed]

Baden, L.R.; Walsh, S.R.; Seaman, M.S.; Tucker, R.P; Krause, K.H.; Patel, A.; Johnson, ].A.; Kleinjan, J.; Yanosick, K.E.; Perry, J.; et al.
First-in-human evaluation of the safety and immunogenicity of a recombinant adenovirus serotype 26 HIV-1 Env vaccine
(IPCAVD 001). J. Infect. Dis. 2013, 207, 240-247. [CrossRef] [PubMed]

Barouch, D.H.; Kik, S.V.; Weverling, G.J.; Dilan, R.; King, S.L.; Maxfield, L.E; Clark, S.; Ng'ang’a, D.; Brandariz, K.L,;
Abbink, P; et al. International seroepidemiology of adenovirus serotypes 5, 26, 35, and 48 in pediatric and adult populations.
Vaccine 2011, 29, 5203-5209. [CrossRef] [PubMed]

Lopez-Gordo, E.; Podgorski, I.I.; Downes, N.; Alemany, R. Circumventing antivector immunity: Potential use of nonhuman
adenoviral vectors. Hum. Gene Ther. 2014, 25, 285-300. [CrossRef]

Colloca, S.; Barnes, E.; Folgori, A.; Ammendola, V.; Capone, S.; Cirillo, A.; Siani, L.; Naddeo, M.; Grazioli, F.; Esposito, M.L.; et al.
Vaccine vectors derived from a large collection of simian adenoviruses induce potent cellular immunity across multiple species.
Sci. Transl. Med. 2012, 4, 115ral112. [CrossRef]

Ersching, J.; Hernandez, M.I.; Cezarotto, F.S.; Ferreira, ].D.; Martins, A.B.; Switzer, W.M.; Xiang, Z.; Ertl, H.C.; Zanetti, C.R,;
Pinto, A.R. Neutralizing antibodies to human and simian adenoviruses in humans and New-World monkeys. Virology 2010,
407, 1-6. [CrossRef]

Green, C.A,; Scarselli, E.; Sande, C.J.; Thompson, A.]J.; de Lara, C.M.; Taylor, K.S.; Haworth, K.; Del Sorbo, M.; Angus, B.;
Siani, L.; et al. Chimpanzee adenovirus- and MVA-vectored respiratory syncytial virus vaccine is safe and immunogenic in adults.
Sci. Transl. Med. 2015, 7, 300ra126. [CrossRef]

Guo, J.; Mondal, M.; Zhou, D. Development of novel vaccine vectors: Chimpanzee adenoviral vectors. Hum. Vaccines Immunother.
2018, 14, 1679-1685. [CrossRef]

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]

Wienert, B.; Nguyen, D.N.; Guenther, A.; Feng, S.J.; Locke, M.N.; Wyman, S.K; Shin, J.; Kazane, K.R.; Gregory, G.L.; Carter,
M.A.M.; et al. Timed inhibition of CDC7 increases CRISPR-Cas9 mediated templated repair. Nat. Commun. 2020, 11, 2109.
[CrossRef]

Cai, Y,; Cheng, T.; Yao, Y.; Li, X.; Ma, Y,; Li, L.; Zhao, H.; Bao, J.; Zhang, M.; Qiu, Z; et al. In vivo genome editing rescues
photoreceptor degeneration via a Cas9/RecA-mediated homology-directed repair pathway. Sci. Adv. 2019, 5, eaav3335. [CrossRef]
Benati, D.; Miselli, F.; Cocchiarella, F.; Patrizi, C.; Carretero, M.; Baldassarri, S.;, Ammendola, V.; Has, C.; Colloca, S.;
Del Rio, M.; et al. CRISPR/Cas9-Mediated In Situ Correction of LAMB3 Gene in Keratinocytes Derived from a Junctional
Epidermolysis Bullosa Patient. Mol. Ther. . Am. Soc. Gene Ther. 2018, 26, 2592-2603. [CrossRef]


https://www.mdpi.com/article/10.3390/ijms23147538/s1
https://www.mdpi.com/article/10.3390/ijms23147538/s1
http://doi.org/10.1056/NEJMoa1310566
http://www.ncbi.nlm.nih.gov/pubmed/24099601
http://doi.org/10.1093/infdis/jis670
http://www.ncbi.nlm.nih.gov/pubmed/23125444
http://doi.org/10.1016/j.vaccine.2011.05.025
http://www.ncbi.nlm.nih.gov/pubmed/21619905
http://doi.org/10.1089/hum.2013.228
http://doi.org/10.1126/scitranslmed.3002925
http://doi.org/10.1016/j.virol.2010.07.043
http://doi.org/10.1126/scitranslmed.aac5745
http://doi.org/10.1080/21645515.2017.1419108
http://doi.org/10.1126/science.1225829
http://doi.org/10.1038/s41467-020-15845-1
http://doi.org/10.1126/sciadv.aav3335
http://doi.org/10.1016/j.ymthe.2018.07.024

Int. ]. Mol. Sci. 2022, 23, 7538 12 0f13

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

Latella, M.C.; Di Salvo, M.T.; Cocchiarella, F; Benati, D.; Grisendi, G.; Comitato, A.; Marigo, V.; Recchia, A. In vivo Editing of the
Human Mutant Rhodopsin Gene by Electroporation of Plasmid-based CRISPR/Cas9 in the Mouse Retina. Mol. Ther. Nucleic
Acids 2016, 5, €389. [CrossRef]

Patrizi, C.; Llado, M.; Benati, D.; Iodice, C.; Marrocco, E.; Guarascio, R.; Surace, E.M.; Cheetham, M.E.; Auricchio, A.; Recchia, A.
Allele-specific editing ameliorates dominant retinitis pigmentosa in a transgenic mouse model. Am. J. Hum. Genet. 2021,
108, 295-308. [CrossRef]

Benati, D.; Patrizi, C.; Recchia, A. Gene editing prospects for treating inherited retinal diseases. . Med. Genet. 2020, 57, 437-444.
[CrossRef]

Roth, T.L.; Puig-Saus, C.; Yu, R; Shifrut, E.; Carnevale, J.; Li, PJ.; Hiatt, J.; Saco, J.; Krystofinski, P; Li, H.; et al. Reprogramming
human T cell function and specificity with non-viral genome targeting. Nature 2018, 559, 405-409. [CrossRef]

Lee, J.; Oh, G.H.; Hong, J.A.; Choi, S.; Choi, H.]J.; Song, ].J. Enhanced oncolytic adenoviral production by downregulation of
death-domain associated protein and overexpression of precursor terminal protein. Sci. Rep. 2021, 11, 856. [CrossRef]

Wu, N.; Zhang, H.; Deng, E; Li, R.; Zhang, W.; Chen, X.; Wen, S.; Wang, N.; Zhang, J.; Yin, L.; et al. Overexpression of Ad5
precursor terminal protein accelerates recombinant adenovirus packaging and amplification in HEK-293 packaging cells. Gene
Ther. 2014, 21, 629-637. [CrossRef]

Wei, Q.; Fan, ].; Liao, J.; Zou, Y.; Song, D.; Liu, J.; Cui, J.; Liu, F; Ma, C.; Hu, X,; et al. Engineering the Rapid Adenovirus
Production and Amplification (RAPA) Cell Line to Expedite the Generation of Recombinant Adenoviruses. Cell. Physiol. Biochem.
2017, 41, 2383-2398. [CrossRef]

Narayanavari, S.A.; Chilkunda, S.S.; Ivics, Z.; Izsvak, Z. Sleeping Beauty transposition: From biology to applications. Crit. Rev.
Biochem. Mol. Biol. 2017, 52, 18-44. [CrossRef]

Plasterk, R.H.; Izsvak, Z.; Ivics, Z. Resident aliens: The Tc1/mariner superfamily of transposable elements. Trends Genet. 1999,
15, 326-332. [CrossRef]

Ivics, Z.; Hackett, P.B.; Plasterk, R.H.; Izsvak, Z. Molecular reconstruction of Sleeping Beauty, a Tc1-like transposon from fish, and
its transposition in human cells. Cell 1997, 91, 501-510. [CrossRef]

Gogol-Doring, A.; Ammar, I; Gupta, S.; Bunse, M.; Miskey, C.; Chen, W.; Uckert, W.; Schulz, T.E; Izsvak, Z.; Ivics, Z. Genome-wide
Profiling Reveals Remarkable Parallels Between Insertion Site Selection Properties of the MLV Retrovirus and the piggyBac
Transposon in Primary Human CD4(+) T Cells. Mol. Ther. . Am. Soc. Gene Ther. 2016, 24, 592-606. [CrossRef]

Turchiano, G.; Latella, M.C.; Gogol-Doring, A.; Cattoglio, C.; Mavilio, F.; Izsvak, Z.; Ivics, Z.; Recchia, A. Genomic analysis of
Sleeping Beauty transposon integration in human somatic cells. PLoS ONE 2014, 9, e112712. [CrossRef]

Moldt, B.; Miskey, C.; Staunstrup, N.H.; Gogol-Doring, A.; Bak, R.O.; Sharma, N.; Mates, L.; Izsvak, Z.; Chen, W.; Ivics, Z.; et al.
Comparative genomic integration profiling of Sleeping Beauty transposons mobilized with high efficacy from integrase-defective
lentiviral vectors in primary human cells. Mol. Ther. . Am. Soc. Gene Ther. 2011, 19, 1499-1510. [CrossRef]

Izsvak, Z.; Ivics, Z.; Plasterk, R.H. Sleeping Beauty, a wide host-range transposon vector for genetic transformation in vertebrates.
J. Mol. Biol. 2000, 302, 93-102. [CrossRef]

Mates, L.; Chuah, M.K,; Belay, E.; Jerchow, B.; Manoj, N.; Acosta-Sanchez, A.; Grzela, D.P; Schmitt, A.; Becker, K.; Matrai, J.; et al.
Molecular evolution of a novel hyperactive Sleeping Beauty transposase enables robust stable gene transfer in vertebrates. Nat.
Genet. 2009, 41, 753-761. [CrossRef] [PubMed]

Cui, Z; Geurts, A.M,; Liu, G.; Kaufman, C.D.; Hackett, P.B. Structure-function analysis of the inverted terminal repeats of the
sleeping beauty transposon. J. Mol. Biol. 2002, 318, 1221-1235. [CrossRef]

Latella, M.C.; Cocchiarella, F.; De Rosa, L.; Turchiano, G.; Goncalves, M. A.; Larcher, F.; De Luca, M.; Recchia, A. Correction of
Recessive Dystrophic Epidermolysis Bullosa by Transposon-Mediated Integration of COL7A1 in Transplantable Patient-Derived
Primary Keratinocytes. J. Investig. Dermatol. 2017, 137, 836-844. [CrossRef] [PubMed]

Maiti, S.N.; Huls, H; Singh, H.; Dawson, M.; Figliola, M.; Olivares, S.; Rao, P.; Zhao, Y.J.; Multani, A.; Yang, G.; et al. Sleeping
beauty system to redirect T-cell specificity for human applications. J. Immunother. 2013, 36, 112-123. [CrossRef]

Yant, S.R.; Ehrhardt, A.; Mikkelsen, J.G.; Meuse, L.; Pham, T.; Kay, M. A. Transposition from a gutless adeno-transposon vector
stabilizes transgene expression in vivo. Nat. Biotechnol. 2002, 20, 999-1005. [CrossRef]

Zhang, W.; Solanki, M.; Muther, N.; Ebel, M.; Wang, J.; Sun, C.; Izsvak, Z.; Ehrhardt, A. Hybrid adeno-associated viral vectors
utilizing transposase-mediated somatic integration for stable transgene expression in human cells. PLoS ONE 2013, 8, e76771.
[CrossRef]

Turunen, T.A.; Laakkonen, J.P,; Alasaarela, L.; Airenne, K.J.; Yla-Herttuala, S. Sleeping Beauty-baculovirus hybrid vectors for
long-term gene expression in the eye. |. Gene Med. 2014, 16, 40-53. [CrossRef]

Cocchiarella, F; Latella, M.C.; Basile, V.; Miselli, F.; Galla, M.; Imbriano, C.; Recchia, A. Transcriptionally regulated and nontoxic
delivery of the hyperactive Sleeping Beauty Transposase. Mol. Ther. Methods Clin. Dev. 2016, 3, 16038. [CrossRef]

Ebner, K.; Pinsker, W.; Lion, T. Comparative sequence analysis of the hexon gene in the entire spectrum of human adenovirus
serotypes: Phylogenetic, taxonomic, and clinical implications. . Virol. 2005, 79, 12635-12642. [CrossRef]

Farina, S.F; Gao, G.P; Xiang, Z.Q.; Rux, ].J.; Burnett, RM.; Alvira, M.R.; Marsh, J.; Ertl, H.C.; Wilson, ].M. Replication-defective
vector based on a chimpanzee adenovirus. J. Virol. 2001, 75, 11603-11613. [CrossRef]

Roy, S.; Gao, G.; Lu, Y.; Zhou, X.; Lock, M.; Calcedo, R.; Wilson, .M. Characterization of a family of chimpanzee adenoviruses and
development of molecular clones for gene transfer vectors. Hum. Gene Ther. 2004, 15, 519-530. [CrossRef]


http://doi.org/10.1038/mtna.2016.92
http://doi.org/10.1016/j.ajhg.2021.01.006
http://doi.org/10.1136/jmedgenet-2019-106473
http://doi.org/10.1038/s41586-018-0326-5
http://doi.org/10.1038/s41598-020-79998-1
http://doi.org/10.1038/gt.2014.40
http://doi.org/10.1159/000475909
http://doi.org/10.1080/10409238.2016.1237935
http://doi.org/10.1016/S0168-9525(99)01777-1
http://doi.org/10.1016/S0092-8674(00)80436-5
http://doi.org/10.1038/mt.2016.11
http://doi.org/10.1371/journal.pone.0112712
http://doi.org/10.1038/mt.2011.47
http://doi.org/10.1006/jmbi.2000.4047
http://doi.org/10.1038/ng.343
http://www.ncbi.nlm.nih.gov/pubmed/19412179
http://doi.org/10.1016/S0022-2836(02)00237-1
http://doi.org/10.1016/j.jid.2016.11.038
http://www.ncbi.nlm.nih.gov/pubmed/28027893
http://doi.org/10.1097/CJI.0b013e3182811ce9
http://doi.org/10.1038/nbt738
http://doi.org/10.1371/journal.pone.0076771
http://doi.org/10.1002/jgm.2756
http://doi.org/10.1038/mtm.2016.38
http://doi.org/10.1128/JVI.79.20.12635-12642.2005
http://doi.org/10.1128/JVI.75.23.11603-11613.2001
http://doi.org/10.1089/10430340460745838

Int. ]. Mol. Sci. 2022, 23, 7538 13 0f 13

38.

39.

40.
41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

Roy, S.; Zhi, Y.; Kobinger, G.P.; Figueredo, J.; Calcedo, R.; Miller, J.R.; Feldmann, H.; Wilson, ].M. Generation of an adenoviral
vaccine vector based on simian adenovirus 21. J. Gen. Virol. 2006, 87, 2477-2485. [CrossRef]

Roy, S.; Clawson, D.S.; Lavrukhin, O.; Sandhu, A.; Miller, J.; Wilson, J.M. Rescue of chimeric adenoviral vectors to expand the
serotype repertoire. J. Virol. Methods 2007, 141, 14-21. [CrossRef]

Kovesdi, I.; Hedley, S.J. Adenoviral producer cells. Viruses 2010, 2, 1681-1703. [CrossRef]

Roy, S.; Medina-Jaszek, A.; Wilson, M.].; Sandhu, A.; Calcedo, R.; Lin, J.; Wilson, ].M. Creation of a panel of vectors based on ape
adenovirus isolates. J. Gene Med. 2011, 13, 17-25. [CrossRef] [PubMed]

Speiseder, T.; Hofmann-Sieber, H.; Rodriguez, E.; Schellenberg, A.; Akyuz, N.; Dierlamm, ]J.; Spruss, T.; Lange, C.; Dobner, T.
Efficient Transformation of Primary Human Mesenchymal Stromal Cells by Adenovirus Early Region 1 Oncogenes. ]. Virol. 2017,
91, e01782-16. [CrossRef] [PubMed]

Schwartz, R.A.; Lakdawala, S.S.; Eshleman, H.D.; Russell, M.R.; Carson, C.T.; Weitzman, M.D. Distinct requirements of adenovirus
E1b55K protein for degradation of cellular substrates. J. Virol. 2008, 82, 9043-9055. [CrossRef] [PubMed]

Dicks, M.D.; Spencer, A.J.; Edwards, N.J.; Wadell, G.; Bojang, K.; Gilbert, S.C.; Hill, A.V.; Cottingham, M.G. A novel chimpanzee
adenovirus vector with low human seroprevalence: Improved systems for vector derivation and comparative immunogenicity.
PLoS ONE 2012, 7, €40385. [CrossRef]

Capone, S.; Raggioli, A.; Gentile, M.; Battella, S.; Lahm, A.; Sommella, A.; Contino, A.M.; Urbanowicz, R.A.; Scala, R,;
Barra, F; et al. Immunogenicity of a new gorilla adenovirus vaccine candidate for COVID-19. Mol. Ther. . Am. Soc. Gene
Ther. 2021, 29, 2412-2423. [CrossRef]

Abbink, P; Lemckert, A.A.; Ewald, B.A.; Lynch, D.M.; Denholtz, M.; Smits, S.; Holterman, L.; Damen, I.; Vogels, R,;
Thorner, A.R.; et al. Comparative seroprevalence and immunogenicity of six rare serotype recombinant adenovirus vaccine
vectors from subgroups B and D. J. Virol. 2007, 81, 4654-4663. [CrossRef]

Cheng, C.Y.; Gilson, T.; Wimmer, P.; Schreiner, S.; Ketner, G.; Dobner, T.; Branton, PE.; Blanchette, P. Role of E1B55K in
E4orf6/E1B55K E3 ligase complexes formed by different human adenovirus serotypes. J. Virol. 2013, 87, 6232-6245. [CrossRef]
Roy, S.; Vandenberghe, L.H.; Kryazhimskiy, S.; Grant, R.; Calcedo, R.; Yuan, X.; Keough, M.; Sandhu, A.; Wang, Q;
Medina-Jaszek, C.A.; et al. Isolation and characterization of adenoviruses persistently shed from the gastrointestinal tract of
non-human primates. PLoS Pathog. 2009, 5, e1000503. [CrossRef]

Pettit, S.C.; Horwitz, M.S.; Engler, ].A. Mutations of the precursor to the terminal protein of adenovirus serotypes 2 and 5. . Virol.
1989, 63, 5244-5250. [CrossRef]

Botting, C.H.; Hay, R.T. Role of conserved residues in the activity of adenovirus preterminal protein. J. Gen. Virol. 2001,
82,1917-1927. [CrossRef]

Benatti, P.; Basile, V.; Dolfini, D.; Belluti, S.; Tomei, M.; Imbriano, C. NF-Y loss triggers p53 stabilization and apoptosis in
HPV18-positive cells by affecting E6 transcription. Oncotarget 2016, 7, 45901-45915. [CrossRef]


http://doi.org/10.1099/vir.0.81989-0
http://doi.org/10.1016/j.jviromet.2006.11.022
http://doi.org/10.3390/v2081681
http://doi.org/10.1002/jgm.1530
http://www.ncbi.nlm.nih.gov/pubmed/21259405
http://doi.org/10.1128/JVI.01782-16
http://www.ncbi.nlm.nih.gov/pubmed/27795433
http://doi.org/10.1128/JVI.00925-08
http://www.ncbi.nlm.nih.gov/pubmed/18614635
http://doi.org/10.1371/journal.pone.0040385
http://doi.org/10.1016/j.ymthe.2021.04.022
http://doi.org/10.1128/JVI.02696-06
http://doi.org/10.1128/JVI.00384-13
http://doi.org/10.1371/journal.ppat.1000503
http://doi.org/10.1128/jvi.63.12.5244-5250.1989
http://doi.org/10.1099/0022-1317-82-8-1917
http://doi.org/10.18632/oncotarget.9974

	Introduction 
	Results 
	Successful Replacement of hAd5 E1 with chAd-C E1 Fails to Stably Immortalize HEK293 Cells 
	Sleeping Beauty System Mediates High Expression of ch.pTP in HEK293 Cells 
	Stable Integration and Expression of ch.pTP Improves chAd-C Rescue and Propagation in HEK293 Cells 

	Discussion 
	Materials and Methods 
	Plasmids 
	Cell Culture, Transfection and Isolation of Single Cell Clones 
	Viral Vector Titration 
	Analysis of CRISPR/Cas9-Mediated Editing on hAd5 E1 Gene and ch.pTP Integration in HEK293 Cells 
	Semi-Quantitative and Quantitative RT-PCR Analyses 
	Cell Cycle Analysis 
	Statistical Analysis 

	References

