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ABSTRACT Adenoviruses are very efficient high-capacity vaccine vectors and are com-
mon gene delivery systems. Despite their extensive use in preclinical models and clinical
trials over the past decades, adenoviral vectors still require optimization. To achieve that,
more thorough characterizations of adenoviral genes and gene products, as well as patho-
gen-host interactions, are indispensable. The adenoviral DNA binding protein (DBP) is a
key regulatory protein involved in various cellular and viral processes. Here, we show that
single amino acid exchange mutations in human adenovirus C5 (HAdV-C5) DBP strongly
influence adenoviral replication by altering interaction with the cellular ubiquitination ma-
chinery. Specifically, phenotypic analyses of DBP mutants demonstrate that single amino
acid substitutions can regulate interactions with the cellular USP7 deubiquitinase, impede
viral DNA synthesis, and completely abolish viral late protein expression and progeny pro-
duction. Importantly, cells infected with the DBP mutant UBM5 consistently lack DBP-posi-
tive replication centers (RCs), which are usually formed during the transition from the early
to the late phase of infection. Our findings demonstrate that DBP regulates a key step at
the onset of the late phase of infection and that this activity is unambiguously linked to
the formation and integrity of viral RCs. These data provide the experimental basis for
future work that targets DBP and its interference with the formation of viral RCs during
productive infection. Consequently, this work will have immediate impact on DNA virus
and adenovirus research in general and, potentially, also on safety optimization of existing
and development of novel adenoviral vectors and anti-adenoviral compounds.

IMPORTANCE To further understand the biology of human adenoviruses (HAdVs) and
to optimize HAdVs for use in prophylactic and therapeutic therapies, a thorough
understanding of key viral proteins is paramount. As one of the essential HAdV pro-
teins, the DNA binding protein DBP plays important roles in various steps of the viral
replication cycle. In this work, we aimed at deciphering the role of single amino acid
exchange mutations in the HAdV-C5 DBP on interaction with the cellular deubiquiti-
nase USP7 and regulation of viral replication. We identify interaction with USP7, viral
replication center formation, and viral progeny production as potently regulated steps
of the viral life cycle that are affected by these few and distinct mutations in DBP.

KEYWORDS human adenovirus (HAdV), DNA binding protein (DBP), cellular ubiquitin-
specific protease 7 (USP7), virus replication, viral gene expression, viral replication
compartments (RC), replication-deficient mutant, adenoviral vector refinement

uman adenovirus (HAdV) infection is a health concern with high prevalence world-
wide (1-4). While HAdV infections are usually asymptomatic and self-limiting,
they can cause serious upper and lower respiratory tract diseases and affect the

March/April 2022 Volume 13 Issue 2

Editor Thomas Shenk, Princeton University
Copyright © 2022 Boddin et al. This is an
open-access article distributed under the terms
of the Creative Commons Attribution 4.0
International license.

Address correspondence to Thomas Dobner,
thomas.dobner@leibniz-hpi.de.

The authors declare a conflict of interest. J.B.
and T.D. filed a patent on the UBM5 mutation
for use in adenoviral vaccine- and gene
therapy vectors. All other authors declare that
they have no competing interests.

Received 17 January 2022

Accepted 15 February 2022

Published 7 March 2022

10.1128/mbio.00144-22 1


https://orcid.org/0000-0002-5367-1401
https://orcid.org/0000-0002-0698-5395
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1128/mbio.00144-22
https://crossmark.crossref.org/dialog/?doi=10.1128/mbio.00144-22&domain=pdf&date_stamp=2022-3-7

A DBP Mutation Leads to Replication Defective HAdV-C5

gastrointestinal tract or the eyes in younger patients (5-13). HAdVs can cause severe
infection with fatal consequences in immunocompromised patients such as hemato-
poietic stem cell- or organ transplant recipients (14-17). To date, we lack specific and
effective treatment options for HAdV infections. Importantly, adenoviral vectors are
among the most efficient gene delivery systems and are widely used in vaccine and
gene therapy applications. However, adenoviral vectors still require optimization, as
safety concerns, including severe side effects and vector persistence, remain (18).

The HAdV genome is a linear, double-stranded DNA (dsDNA) genome of approxi-
mately 36 kb that is organized in immediate early, early, intermediate, and late tran-
scription units (19). The onset of viral DNA replication marks the transition from the
early to the late phase of infection (20, 21). A key adenoviral protein that is indispensa-
ble for the DNA replication process is the DNA binding protein (DBP), one of the viral
early region 2 (E2) transcription unit proteins (20, 22). The HAdV serotype 5 (HAdV-C5)
DBP is a 529-amino-acid product of the E2A gene and is expressed early and late in
infection, regulated by different promoters (20, 23-25). At early time points postinfec-
tion, DBP diffusely localizes in the nucleus, condenses into small foci toward the end of
the early stage of infection, and accumulates in spherical liquid biomolecular conden-
sates during the late phase of infection (20, 23, 24, 26, 27). These membrane-less struc-
tures provide a hub for several viral and cellular proteins and correspond to viral repli-
cation centers (RCs), which are not only hot spots for viral DNA replication, late gene
expression, and virus assembly but also for the sequestration and inactivation of host
restriction factors and the recruitment of proviral factors that facilitate efficient viral
transcription (26, 28-31). However, viral RC formation and their composition, as well as
the contribution of some viral and especially cellular factors localizing at these sites,
remain elusive. Apart from its major role in DNA replication, DBP is also involved in
transcriptional control, mRNA stability, virus assembly, viral transformation, and host
range determination (32-42).

Previously, we identified that the cellular ubiquitin-specific protease 7 (USP7), a
deubiquitinating enzyme, localizes in viral RCs after HAdV-C5 infection (43). Ubiquitin
conjugation to target proteins impacts their function by regulating protein-protein
interactions and localization as well as protein turnover (44). USP7 acts as a proviral
factor, as USP7 inhibition by HBX41108 or protein knockdown reduces viral replication
and leads to decreased levels of the viral early protein E1B-55K (43). In line with HAdV-
C5, USP7 may provide functions in virus-infected cells, as it interacts with viral regula-
tory proteins, including Tat (human immunodeficiency virus [HIV-1]), EBNA1 (Epstein-
Barr virus [EBV]), ICPO (herpes simplex virus 1 [HSV-1]), LT (Merkel cell polyomavirus
[MCPyV]), UL35 (cytomegalovirus [CMV]), LANA (Kaposi sarcoma-associated herpesvirus
[KSHV]), as well as with LANA homologues from two other gamma-2 herpesviruses,
murine gammaherpesvirus 68 and rhesus rhadinovirus (45-50). Also, USP7 plays impor-
tant roles in various cellular processes, including cell division, apoptosis, tumorigenesis,
and epigenetic regulation (51-59). Relocalization of USP7 to the RCs is independent of
the adenoviral E1B-55K protein (43) but is likely associated with interactions with other
viral components of RCs, most prominently DBP. To test this hypothesis, we investi-
gated putative DBP-USP7 binding mutants and whether recruitment of USP7 to RCs is
regulated through complex formation with DBP. Moreover, we examined whether the
proviral functions of USP7 are dependent on its interaction with DBP and DBP-stimu-
lated accumulation in RCs.

In this report, we show that HAdV-C5 DBP can bind to USP7 and that this interac-
tion has an impact on its relocalization, sequestration, and accumulation into viral RCs.
We identified a single amino acid mutation in the DBP C terminus that retains the abil-
ity of the protein to bind to USP7. Strikingly, this mutated DBP is highly ubiquitinated
and renders the virus completely replication defective. Our results unequivocally dem-
onstrate that RC formation is dependent on DBP and, remarkably, essential for progres-
sion into the late phase of infection, which is followed by viral progeny production.
Our findings therefore provide important information on HAdV-C5 DBP that will also
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push antiadenoviral drug development and research on other pro- and metaphylactic
antiviral therapies, especially regarding the use of HAdV as vectors in vaccination and
gene therapy.

RESULTS

HAdV-C5 DBP binds to the TRAF-like domain of USP7. It has previously been
shown that DBP colocalizes with USP7 in viral RCs, independent of its viral interaction
partner E1B-55K. Furthermore, short hairpin RNA (shRNA)-mediated depletion of USP7
or inhibition by the USP7 inhibitor HBX substantially reduces steady-state concentra-
tions of DBP in wild-type (WT) H5pg4100-infected cells (43), suggesting that DBP inter-
acts with and might be deubiquitinated by USP7 and that this activity may direct the
host protein into RCs. To test this hypothesis, we performed protein binding assays
with virus-infected and plasmid-transfected H1299 cells (60) and HCT116 cells (61)
(Fig. 1). Combined immunoprecipitation/immunoblotting experiments show that DBP
specifically interacts with USP7 in WT H5pg4100-infected H1299 cells upon USP7 over-
expression (Fig. 1A) or with endogenous USP7 in infection experiments of HCT116 cells
(Fig. S1 in the supplemental material). Identical results were obtained with plasmid-
transfected H1229 cells expressing epitope-tagged DBP and USP7 fusion proteins only
(Fig. 1B). To map the region in USP7 responsible for binding to DBP, we performed
pulldown assays with glutathione S-transferase (GST) fusion proteins containing differ-
ent segments of USP7, including its N-terminal TRAF (tumor necrosis factor receptor
[TNFR]-associated factor)-like domain (TD), a central catalytic domain (CD), and two C-
terminal ubiquitin-like (UBL) domains (C1 and C2) (62-64) (Fig. 1C to F). Among those,
only the N-terminal segment of USP7 precipitated DBP from virus-infected cell lysates
(Fig. 1E) or plasmid-transfected H1299 cells expressing epitope-tagged DBP (Fig. 1F).
Altogether, these data demonstrate that USP7 can bind to DBP independently of other
viral proteins. Moreover, complex formation between both proteins involves the TRAF-
like domain of USP7, previously shown to mediate the interaction with USP7 binding
partners, such as p53 and MDM2 (63, 65).

A USP7 binding motif in the amino-terminal region of DBP mediates the interaction
with USP7. Previous studies have shown that binding to USP7 involves short four-
amino-acid segments in the substrate proteins (e.g., p53, MDM2, and EBNA1) that resem-
ble previously published consensus sequences (65, 66). In fact, five of these consensus
motifs are also found present in HAdV-C5 DBP, located primarily in its N-terminal region
(Fig. 2A). To analyze their role in binding to USP7, we substituted the last serine residue
in each of the motifs with an alanine (Fig. 2A). The corresponding variants were desig-
nated USP7 binding mutants 1 to 5 (UBM1 to UBM5) (Fig. 2A). Subsequently, the interac-
tion with USP7 was analyzed by combined immunoprecipitation/immunoblotting from
cotransfected HCT116 cells expressing epitope-tagged versions of USP7 (Myc) and DBP
WT or UBMs (Flag) (Fig. 2B). UBM1, -3, and -4 precipitated USP7 comparable to WT DBP
(Fig. 2B, lanes 4, 5, 7, and 8). Less USP7 was detected in the precipitates with UBMS5, likely
due to the reduced steady-state levels of the mutant protein (Fig. 2B, lane 9). In contrast,
no USP7 coprecipitated with UBM2 (Fig. 2B, lane 6), suggesting that the substitution of
serine 76 with alanine (S76A) in the UBM2 motif abrogated the binding to USP7. To fur-
ther verify the interaction between the USP7 TRAF-like domain and UBM2, we performed
additional GST pulldown assays (Fig. 2C). We used the GST-fused USP7 TRAF-like domain
and the DBP variants from plasmid-transfected cell lysates. Consistent with the USP7
immunoprecipitation experiments, only UBM2 failed to precipitate with the GST fusion
protein containing the USP7 TRAF-like domain (Fig. 2C, lane 6). Finally, to reveal the
effect of DBP mutations on USP7 binding in the context of virus-infected cells, we gener-
ated two HAdV-C5 mutants containing identical amino acid substitutions in the DBP
UBM2 (H5pm4250) or UBM5 (H5pm4251) motifs. These were tested in plasmid-trans-
fected and virus-infected H1299 cells (Fig. 2D). As expected, WT and UBM5 DBP copreci-
pitated similar amounts of epitope-tagged USP7, although the mutant protein accumu-
lated to lower steady-state concentrations than WT DBP (Fig. 2D, lanes 4 and 8).
Importantly, no USP7 coprecipitated with the UBM2 mutant (Fig. 2D, lane 6). Taken
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FIG 1 DBP binds to the TRAF-like domain of USP7. (A) Myc-USP7-transfected H1299 cells were mock infected or
WT HAdV-C5 (H5pg4100) infected 24 hpt at an MOI of 20 focus-forming unit (FFU) per cell and harvested 48 h
later. (B) H1299 cells were transfected with an empty vector control, Flag-DBP, or Myc-USP7 plasmids and harvested
at 48 hpt. Total cell lysates were prepared, DBP was immunoprecipitated with MAb B6-8 (a-DBP) (A) or MAb Flag-
M2 (a-Flag) (B), and proteins were resolved by 10% SDS-PAGE and visualized by immunoblotting. Coprecipitated
proteins and total cell lysates (input) were analyzed using an «-USP7 antibody. An a-DBP antibody was used to
stain DBP in total cell lysates, and B-actin served as a loading control. Molecular weights (in kDa) are indicated to
the left and detected proteins to the right of the blots. Detailed antibody descriptions can be found in the
respective Materials and Methods paragraphs. (C) Schematic representation of USP7 with its N-terminal TRAF-like
domain (TD), catalytic domain (CD), and C-terminal structural domains C1 and C2 (modified from reference 43). (D)
Coomassie-stained GST-USP7 fusion constructs. (E and F) GST-USP7 pulldowns with WT H5pg4100-infected (E) and
FLAG-DBP-transfected (F) H1299 cell lysates using the indicated different USP7 constructs.

together, these data confirm that the UBM2 motif in DBP is necessary and sufficient for
the interaction with the TRAF-like domain of USP7 in vitro and in vivo.

UBM5 DBP is highly ubiquitinated. Ubiquitination can regulate the activity, func-
tion, or localization of a protein but can also lead to reduced protein stability and pro-
teasomal degradation. Because USP7 can deubiquitinate target proteins, we set to
investigate if that is the case for DBP. To determine the role of USP7 in the context of
HAdV-C5 infection, we analyzed whether the viral DBP is ubiquitinated. In the next
step, we determined if the amino exchanges in UBM2 and UBM5 and thus, USP7

March/April 2022 Volume 13 Issue 2

10.1128/mbio.00144-22

mBio

4


https://journals.asm.org/journal/mbio
https://doi.org/10.1128/mbio.00144-22

A DBP Mutation Leads to Replication Defective HAdV-C5 mBio

IP a-Flag
A B
o T NN
F FELILLSLSL
o S & &S Q Q
\Da (<\’<> Q\fb Q\’b Q\(b Q\’b Q\(b Q\(b
19Gy
HAdV-C5 DBP (529 aa)
N — s | — C DBP (a-Flag)
35 76 122 179 354 IgGy

31-PSPS-36
UBM1: S35A

72-PSTS-77 DBP (a-Flag)

UBM2: S76A
118-VGFS-123
UBM3: S122A <4USP7
175-PIVS-180
UBM4: S179A B-actin
350-SGKS-355
UBMS: S354A 3
+ % & empty vector
+ + o+ o+ o+ o+ o+ Myc-USP7
GST pull down

&

J > > )
& & S & 8
<<\,b() <<\">°“' {(\,b() {(\‘bQ Q\'bQ <<\">°"'

input

DBP

input

Coomassie
= i

<USP7

<«(-actin

+

empty vector

+ + + * + + GST + + +
+ + + + " + GST-USP7-TD + + + % Myc-USP7

FIG 2 The S76A substitution in UBM2 abrogates binding to USP7. (A) Schematic representation of HAdV-C5 DBP with the five potential
USP7 binding sites. (B) HCT116 cells were transfected with an empty vector control, Myc-USP7, or the respective Flag-DBP mutant plasmids
and harvested at 48 hpt. Total cell lysates were prepared, DBP was immunoprecipitated with MAb Flag-M2 (a-Flag), and proteins were
resolved by 10% SDS-PAGE and visualized by immunoblotting. Coprecipitated proteins and total cell lysates (input) were analyzed for USP7.
B-Actin served as a loading control. Molecular weights (in kDa) are indicated to the left and detected proteins to the right of the blots.
Detailed antibody descriptions can be found in the respective Materials and Methods paragraphs. (C) GST-USP7 pulldown of FLAG-DBP-
transfected H1299 cell lysates using the different DBP constructs, including the Coomassie-stained control. (D) Myc-USP7-transfected H1299
cells were WT H5pg4100, UBM2 H5pm4250, and UBM5 H5pm4251 infected at 24 hpt (MOl of 20) and analyzed for DBP-USP7
coimmunoprecipitation in USP7-overexpressing cells at 48 hpi as described in panel A.
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FIG 3 DBP is modified by ubiquitination resulting in high levels of polyubiquitinated UBM5 DBP. (A and B) His-ubiquitin-transfected
H1299 cells were cotransfected with the different DBP mutant plasmids as indicated (A) or infected with WT H5pg4100 or the virus
mutants UBM2 H5pm4250 and UBM5 H5pm4251 at an MOI of 10 (B) and subjected to His-ubiquitin pulldowns. Proteins were
resolved by 10% SDS-PAGE and visualized by immunoblotting. Coprecipitated proteins and total cell lysates (input) were analyzed
using a-DBP and a-His antibodies. An a-USP7 antibody was used to stain USP7 in total cell lysates. B-actin served as a loading
control. Molecular weights (in kDa) are indicated to the left and detected proteins to the right of the blots. Detailed antibody
descriptions can be found in the respective Materials and Methods paragraphs.

binding, affect the ubiquitination status of these proteins. His-ubiquitin-transfected
H1299 cells were either cotransfected with DBP-expressing plasmids (WT, UBM2, and
UBMB5) or coinfected with WT H5pg4100 or the virus mutants UBM2 H5pm4250 and
UBM5 H5pm4251 (Fig. 3). His-ubiquitin pulldown experiments revealed that all trans-
fected DBPs (WT, UBM2, and UBMS5) were ubiquitinated and that UBM5 ubiquitination
was strongly increased compared to WT (Fig. 3A, lanes 5 to 7). In contrast to the trans-
fection experiments, ubiquitination of WT DBP and UBM2 was undetectable in infec-
tions (Fig. 3B, lanes 5 and 6), but clearly detectable in infections with UBM5 H5pm4251
(Fig. 3B, lane 7). These data demonstrate that DBP is posttranslationally modified by
ubiquitination. However, the data do not allow to draw firm conclusions on the deubi-
quitination of DBP by cellular USP7. Importantly, we observed an increased ubiquitina-
tion of the UBM5 mutant in all experiments.

UBMS5 leads to a complete abrogation of viral RC formation. To explore the
effect of the UBM2 and UBM5 mutations as well as the different ubiquitination levels
on the accumulation of USP7 into RCs, the steady-state localization of USP7 was deter-
mined in infected H1299 cells and compared to WT DBP by double-label immunofluo-
rescence at two different time points after infection. (Fig. 4). Consistent with our previ-
ous studies, USP7 was found diffusely distributed in the nucleus of noninfected cells
(Fig. 4A, panels a to ¢). In contrast, at 24 h (Fig. 4A, panels e to g) and 48 h (Fig. 4B, pan-
els a to ¢) after infection with WT H5pg4100, the intensity of diffuse nuclear staining
was greatly reduced, and in all of the infected cells examined (n > 140), USP7 was
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FIG 4 UBM2 abrogates USP7 relocalization to viral RCs, and UBM5 completely inhibits viral RC establishment. (A and B)
Immunofluorescence analysis of WT H5pg4100-, UBM2 H5pm4250-, or UBM5 H5pm4251-infected H1299 cells after 4% PFA fixation
at indicated time points (24 and 48 hpi). DBP (red), USP7 (green), and nuclei (blue) are visualized with secondary fluorescent
antibodies that bind to the a-DBP mouse monoclonal antibody (MAb) B6-8 or the a-USP7 rat MAb 3D8 and DAPI, respectively.
Representative images of n = 70 analyzed cells for every virus infection. Scale bar represents 10 um. (C) Time course analyses of
the localization of the different DBPs revealed distinct patterns that we categorized into four types, | (diffuse), Il (dot-like), Ill
(classical replication compartments), and IV (ringlike structures) as previously reported (94). Immunofluorescence analyses were
performed at 8, 16, 24, and 48 hpi, cells were counted and categorized, and percentages were calculated (an average of 70 cells
were analyzed per infection and time point postinfection).

clearly seen concentrated in DBP-positive RCs. While the nuclear distribution of USP7
was observed to be diffuse in UBM2 mutant H5pm4250-infected cells at 24 h postinfec-
tion (hpi) (Fig. 4A, panels i to k), it was comparable to WT infections at the later time
point (48 hpi) (Fig. 4B, panels e to g). A completely different staining pattern was
observed in cells infected with the UBM5 mutant H5pm4251. Surprisingly, none of
the nuclei examined (n > 280) contained DBP-positive RCs at both time points postin-
fection (Fig. 4A, panels m to o, and Fig. 4B, panels i to k). Instead, the UBM5 mutant
protein was seen diffusely distributed in the nucleus with the nucleoli excluded. Also,
USP7 remained uniformly distributed in the nucleoplasm at 24 hpi, which changed to
a more granular distribution at the later time point. Identical results were obtained in
infected HCT116 cells (data not shown). Quantification of the different RC phenotypes
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at different time points postinfection confirmed the complete absence of RCs in UBM5
H5pm4251 infection and showed that the course of infection in WT H5pg4100- and
UBM2 H5pm4250-infected cells resembled what has been previously reported, a tem-
poral transition from diffuse DBP distribution within the nuclei to dot-like structures at
8 and 16 hpi, the presence of classical replication compartments at 24 hpi, and, eventu-
ally, “ringlike” structures, which are late, coalescing RCs (Fig. 4Q).

Altogether, these data clearly show that the UBM2 mutation in DBP is neglectable
for efficient recruitment of USP7 into RCs during late time points of a productive
HAdV-C5 infection. Here, USP7 can accumulate at the periphery of viral RCs independ-
ently of DBP (Fig. 4) despite abrogated USP7 binding (Fig. 2). This presumably happens
through functional interactions with other (cellular) USP7 interaction partners known
to localize in RCs. Moreover, the observation that UBM5 H5pm4251-infected cells con-
sistently lack DBP-positive RCs from the early to the late phase of a productive infec-
tion supports the idea that HAdV-C5 DBP controls the initiation of viral RCs and, thus, a
key step at the onset of the late phase and that this activity is intimately linked to its
ability to regulate the formation and/or integrity of viral RCs, including viral DNA
replication.

The single amino acid substitution in UBM5 impedes viral DNA synthesis and
completely abolishes progeny production. To test this model, we determined total
virus yield in H1299 cells infected with WT H5pg4100, UBM2 H5pm4250, and UBM5
H5pm4251 (Fig. 5). We found that the UBM5 mutant could only be produced in 2E2
cells that stably express WT HAdV-C5 DBP, suggesting that the mutation in this motif
inactivates a function of DBP required for efficient virus replication. Replication of the
UBM2 H5pm4250 mutant virus was comparable to that of WT H5pg4100 (Fig. 5A). Also,
in line with this result, no differences were observed when we monitored viral DNA
replication at different time points after the infection (Fig. 5B, lanes 2 to 6 and 7 to 11).
However, as suspected, the UBM5 H5pm4251 mutant exhibited a severe defect in virus
growth (Fig. 5A). Indeed, virus progeny production was totally abolished in UBM5
H5pm4251-infected cells. This phenotype directly correlated with a severe defect in vi-
ral DNA replication (Fig. 5B, lanes 12 to 16), which could be at least partially rescued by
ectopic expression of Flag-tagged WT DBP (Fig. 5C). Identical results (not shown) were
obtained from analyses using HCT116 cells.

In line with this result, DBP-positive aggregates were observed in the nuclei of these
cells by double-label immunofluorescence (Fig. 4), again strongly suggesting that DBP-
regulated formation of RCs is fundamental for efficient viral DNA replication and, as a
consequence, for maximal late protein production.

UBM5 completely abrogates late viral protein expression in HAdV-C5 infection.
The onset of viral DNA replication is crucial for the expression of late viral genes and
thereby induces the transition from the early into the late phase of infection (21). To fur-
ther investigate the defective viral DNA synthesis of UBM5 H5pm4251, we analyzed the
steady-state levels of a variety of early and late viral proteins in virus infections of H1299
cells by immunoblotting. Overall, levels of early and late proteins were similar in WT
H5pg4100 or UBM2 H5pm4250-infected cells (Fig. 6A, lanes 2 to 6 and 7 to 11). However,
we observed striking differences in early and late protein expression in UBM5 H5pm4251-
infected cells compared to WT H5pg4100 (Fig. 6A, lanes 2 to 6 and 12 to 16). Interestingly,
E1A, the first protein expressed during HAdV infection (67, 68), was expressed from 16 hpi
during the entire infection cycle, along with E4orf6 and DBP in UBM5 H5pm4251-infected
cells. In WT H5pg4100- and UBM2 H5pm4250-infected cells, E1A levels peaked at 16 hpi
and decreased over time. Levels of other evaluated early proteins (E4orf6, E1B-55K) were
comparable in WT H5pg4100-, UBM2 H5pm4250-, and UBM5 H5pm4251-infected cells.
Strikingly, and in contrast to WT H5pg4100 and UBM2 H5pm4250, UBM5 H5pm4251 is
entirely defective in late protein expression, as demonstrated for the late HAdV-C5 protein
L4-100K and the capsid proteins (Fig. 6A, lanes 12 to 16). Thus, as a consequence of defec-
tive DNA replication (Fig. 5), the UBM5 mutant is incapable of inducing late viral protein
expression. Expression and steady-state levels of all analyzed cellular proteins (B-actin,
USP7, Daxx, Rad50, Nbs1, Mre11, and PML) were not altered in UBM2 H5pm4250 versus

March/April 2022 Volume 13 Issue 2

10.1128/mbio.00144-22

mBio

8


https://journals.asm.org/journal/mbio
https://doi.org/10.1128/mbio.00144-22

A DBP Mutation Leads to Replication Defective HAdV-C5 mBio

A

10°

104
T10°
§ , E wt
e BN UBM2
10! Il uBM5
* * *
10°
24 48 72
hp.i.
1014 1014
g 1004 g 10°4
Eﬂ 1014 B 1073
g 1074 & 1074
g 1034 ; g 103+ M
10~ 104- .
1 8 6 24 48 72 1 8 16 24 48 72
h p.i. h p.i.
C mock wit uBM2
bp 8 16 24 48 72 8 16 24 48 72 hp.i.
10000 e
500 0| e ' AR
-— ™ === == == 4 E1B-DNA
1 2 3 4 5 6 7 8 9 10 N1
UBMS UBMS5 + Flag-DBP wt
bp 8 16 24 48 72 8 16 24 48 72 hp.i
o
v
10000~
—
500 b e
— = == 4E1B-DNA
12 13 14 15 16 17 18 19 20 21

FIG 5 UBMS5 is replication defective. (A) WT H5pg4100, UBM2 H5pm4250, and UBM5 H5pm4251 were used to assess
viral progeny production in H1299 cells at 24, 48, and 72 hpi by virus titration as described previously (92). (B) qPCR
analyses of hexon (left) or ETB DNA (right) in WT H5pg4100- (light gray), UBM2 H5pm4250- (dark gray), and UBM5
H5pm4251-infected H1299 cells (black) at different time points postinfection (n = 3). Error bars indicate standard
deviations. Asterisks indicate statistically significant differences of UBM5 H5pm4251 to WT H5pm4100 and UBM2
H5pm4250 (*, P < 0.05; one-way analysis of variance [ANOVA] with Bonferroni correction). (C) Viral DNA of WT
H5pg4100-, UBM2 H5pm4250-, or UBM5 H5pm4251-infected H1299 cells and UBM5-infected/Flag-DBP WT-transfected
H1299 cells were analyzed for E1B abundance by PCR at different time points postinfection.
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FIG 6 UBMS5 shows impaired late viral protein expression. Immunoblotting of WT. (A and B) H5pg4100-, UBM2 H5pm4250-, and UBM5 H5pm4251-infected
H1299 cells detecting indicated cellular and viral genes in plain infections (MOI of 20) (A) and DBP rescue infections (MOl of 10) (B) with Flag-DBP WT or
UBMS5 plasmids as indicated. Proteins were resolved by 10% SDS-PAGE and visualized by immunoblotting. Molecular weights (in kDa) are indicated to the
left and detected proteins to the right of the blots. Cellular and viral proteins were detected with antibodies listed in Materials and Methods.

WT H5pg4100 infection (Fig. 6A). Comparison of UBM5 H5pm4251 to WT H5pg4100 sur-
prisingly showed that Daxx was not degraded in UBM5 H5pm4251 infections up to 72 hpi

(Fig. 6A, lanes 12 to 16).

With WT DBP rescue experiments, we could confirm that the late viral gene expres-
sion defect is solely due to the introduced UBM5 mutation (Fig. 5B). To exclude that a
certain amount of DBP is required for efficient RC formation and/or the transition from
the early to the late phase of infection, we additionally transfected UBM5 H5pm4251-
infected H1299 cells with a UBM5-encoding plasmid to reach DBP expression levels that
are comparable to WT H5pg4100 infection. However, we excluded that possibility
because even with similar DBP levels, late protein expression was still defective (Fig. 5B).

DISCUSSION

Ubiquitination is a posttranslational modification that has various effects on target
proteins such as the regulation of protein-protein interactions, the intracellular local-
ization of the modified protein, and protein turnover. Consequently, cellular enzymes
that regulate ubiquitination play crucial roles in countless cellular pathways. The USP7
deubiquitinase reverses protein ubiquitination, and several groups have reported
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important proviral, as well as antiviral, roles of USP7 in virus infections (45-50, 69).
Interestingly, we previously showed that USP7 colocalizes with DBP (43). Moreover, we
demonstrated that USP7 interacts with and stabilizes the multifunctional adenoviral
E1B-55K protein and that USP7 had a beneficial impact on both virus replication and
cell transformation. Notably, translocation of USP7 into viral RCs and reduced virus rep-
lication levels in USP7-depleted cells were independent of the USP7-E1B-55K interac-
tion (43), prompting us to decipher the role of DBP in these processes and to investi-
gate if DBP is a substrate for USP7. Thus, we set out to further explore the impact of
USP7 on adenoviral replication and the USP7-DBP colocalization using a panel of DBP
mutants with distinct UBM amino acid exchange mutations. We show that DBP inter-
acts with USP7 to regulate viral RC formation and, thus, viral replication. This interac-
tion is facilitated by DBP binding to the USP7 TRAF-like domain through a conserved
motif in the N-terminal part of DBP (amino acids 73 to 76 in UBM2) (Fig. 1), a motif that
has also been shown to enable USP7 binding of cellular binding partners (65). This is
not surprising, as the USP7 TRAF-like domain seems to bind the majority of proteins
that interact with USP7 (70-72). However, described motifs in the N-terminal part of
DBP only include nuclear localization sequences, as well as phosphorylation- and
SUMO-conjugating motifs so far (30, 73), and all other functional DBP domains are
within the highly conserved C terminus (42). This work therefore provides important
new insights into features of the N- and C-terminal DBP domains. Of all five UBM
mutants tested, two exhibited a remarkable phenotype (Fig. 2 and 6), UBM2 (S76A)
and UBMS5 (S354A). We show that DBP expression and stability and viral DNA replica-
tion in UBM2 H5pm4250 infections are widely comparable to WT H5pg4100 despite
the affected recruitment of USP7 into RCs at the 24-hpi time point (Fig. 4). On the other
hand, UBM5 binding to USP7 is not altered, but DBP levels decrease with UBM5
H5pm4251 (Fig. 2). The fact that UBMS5 is highly ubiquitinated indicates that UBM5 pro-
teasomal degradation is accelerated, which likely leads to the observed replication
defect (Fig. 3) (74). DBP was found to target PML in infected cells, and interestingly,
posttranslational modifications also seem to play a key role in this process, as they reg-
ulate DBP and PML interactions at viral RCs (30, 75). Combined, these findings further
underline the complexity of posttranslational modifications and their impact on the vi-
rus life cycle.

We demonstrate that USP7 and DBP colocalize in viral RCs. Virus-mediated USP7
relocalization has also been described for other viruses and could be a conserved
mechanism to promote optimal viral replication conditions (48, 50, 76). Mutational
abrogation of the USP7-DBP interaction reveals that it is not essential for USP7 relocali-
zation into viral RCs and is thus dispensable for adenoviral DNA replication (Fig. 4 and
5). Notably, the opposite was observed in MCPyV infection, where USP7 binding to LT
and subsequent relocalization to viral RCs negatively regulates viral replication (50).

Unexpectedly, the C-terminal amino acid exchange S354A in UBM5 strongly influen-
ces viral late gene expression and completely abrogates viral progeny production
(Fig. 5 and 6). Steady-state levels of cellular proteins were not affected in our infections
compared to the WT infection, but whether HAdV-C5 RC formation is necessary to de-
grade Daxx (Fig. 6A) remains to be thoroughly investigated. As a side note, it is worth
mentioning that viral E1A steady-state levels maintained at high concentration even at
late time points postinfection. It has previously been shown that the degradation of
E1A is a prerequisite for the transition to the late stage of infection and a proper HAdV
replication cycle (77).

Together, our data clearly show that the UBM5 mutation leads to an increased ubig-
uitination of the protein, and UBM5 H5pm4251-infected cells lack DBP-positive RCs,
which are a prerequisite for viral DNA replication and, thus, the transition from the
early to the late phase of a productive HAdV infection. Experiments that examine
whether the introduced mutations change DBP in a way that it loses its capacity to
induce liquid-liquid phase separation and thereby contributes to RC formation are
underway. Consequently, though, progeny production is completely abrogated in
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TABLE 1 Primers used in this study

mBio

Primer Amino acid exchange Direction Sequence (5'-3')
pPCMX3b-E2A-UBM1 S35A Forward CGTGTCGTCCCCGTCCCCGGCGCCGCCGCCTCCCCGGGL
Reverse GCCCGGGGAGGCGGCGGCGCCGGGGACGGGGACGACACG
pPCMX3b-E2A-UBM2 and H5pm4250 (UBM2) S76A Forward CCAGCCCGCGGCCATCGACCGCGGCGGCGGATTTGGCC
Reverse GGCCAAATCCGCCGCCGCGGTCGATGGCCGCGGGCTGG
pCMX3b-E2A-UBM3 S122A Forward GCTACAAATGGTGGGTTTCGCCAACCCACCGGTGCTAATC
Reverse GATTAGCACCGGTGGGTTGGCGAAACCCACCATTTGTAGC
pCMX3b-E2A-UBM4 S179A Forward GCTGAGTGTGCCGATCGTGGCTGCGTGGGAGAAGGGCATG
Reverse CATGCCCTTCTCCCACGCAGCCACGATCGGCACACTCAGC
pCMX3b-E2A-UBM5 and H5pm4251 (UBM5) S354A Forward CCAATCAGTTTTCCGGCAAGGCTTGCGGCATGTTCTTCTC
Reverse GAGAAGAACATGCCGCAAGCCTTGCCGGAAAACTGATTGG
2 microglobulin (qPCR) Forward TGAGTATGCCTGCCGTGTGA
Reverse ACTCATACACAACTTTCAGCAGCTTAC
E1B (gPCR) Forward GACAGGGCCTCTCAGATGCT
Reverse TGGCTACGTGAATGGTCTTCAG
Hexon (qPCR) Forward CGCTGGACATGACTTTTGAG
Reverse GAACGGTGTGCGCAGGTA

UBMS5 H5pm4251-infected cells as a result of a defective DNA replication. This is partic-
ularly interesting because it may be an asset for adenoviral vector development.

Adenoviral vectors that can carry a variety of transgenes are successfully used as
vaccines. They lack the HAdV E1 region (that is, all ETA and E1B genes) and are there-
fore replication deficient and require producer cells for virus propagation. To facilitate
efficient virus replication in vaccine production settings, the E1 region is stably inte-
grated into the chromosome of these HAdV vector vaccine producer cells (18, 78). This
is considered safe but leaves a residual risk of reintroduction of the E1 region into the
viral genome by homologous recombination (18, 78, 79) as well as “leaky” virus replica-
tion (80, 81). Our UBM5 mutation could act as an additional safety net and further
increase vector vaccine safety by ensuring replication deficiency through abrogated RC
formation of E2-containing adenoviral vectors harboring the UBM5 mutation.
Accordingly, UBM5-modified adenoviruses, propagated in E1- and DBP WT-expressing
cell lines, will likely be highly suitable for therapeutic approaches.

In summary, our data provide further evidence on the importance of DBP/E2A for
HAdV replication and characterize distinct USP7 binding sites that are crucial for the virus
to hijack cellular resources to regulate viral RC formation and produce virus progeny.

MATERIALS AND METHODS

Cells. H1299 cells (ATCC CRL-5803), HCT116 cells (ATCC CCL-247), HEK-293 cells (ATCC CRL-1573),
and 2E2 cells (82) were grown and maintained in growth medium comprised of Dulbecco’s modified
Eagle’s medium containing 0.11 g/L sodium pyruvate (DMEM; Gibco, Thermo Fisher Scientific) supple-
mented with 5% to 10% fetal bovine serum (FBS; Pan-Biotech) and 10,000 U/mL penicillin/10 mg/mL
streptomycin (Pan-Biotech) in a 5% CO, atmosphere at 37°C. 2E2 cells were used as a helper cell line to
propagate DBP mutant viruses. They are derived from 293EBNATet cells that stably express the HAdV-C5
E2 proteins (DNA polymerase, precursor terminal protein, and DBP) and E4orf6 under the control of a
tetracycline-dependent promoter (82). 2E2 cells were grown and maintained in growth medium supple-
mented with 90 ug/mL hygromycin B (Merck Millipore) and 250 wg/mL geneticin (G418; Calbiochem),
and expression of the E2 and E4 genes was induced by addition of 1 ug/mL doxycycline, a semisynthetic
tetracycline (Thermo Fisher Scientific).

Plasmids and transient transfections. The plasmid pE2A-2744 encodes FLAG-tagged WT HAdV-C5
DBP under the control of the cytomegalovirus (CMV) immediate early promoter (30). Plasmids pE2A-
3177 (UBM1), pE2A-3178 (UBM2), pE2A-3179 (UBM3), pE2A-3180 (UBM4). and pE2A-3181 (UBMS5) were
derived from pE2A-2744 by site-directed mutagenesis with oligonucleotide primers (Table 1) changing
serine residues at positions 35, 76, 122, 179, and 354 to alanines in the DBP protein. Plasmids expressing
Myc-tagged USP7 and His-tagged ubiquitin have been described previously (62, 83). For transient trans-
fections, subconfluent H1299 cells were treated with a transfection mixture of DNA and 25-kDa linear
polyethylenimine (PEIl; Polysciences). Prior to transfection, the growth medium was removed from the
cells and replaced by plain DMEM without fetal calf serum (FCS) and antibiotics. The transfection solu-
tion was prepared by incubating a mixture of 1:10:100 (DNA/PEI/DMEM) for 10 min at RT. After applica-
tion of the transfection solution, cells were incubated for 6 to 8 h in a 5% CO, atmosphere at 37°C before
the medium was replaced with growth medium.

March/April 2022 Volume 13 Issue 2

10.1128/mbio.00144-22

12


https://journals.asm.org/journal/mbio
https://doi.org/10.1128/mbio.00144-22

A DBP Mutation Leads to Replication Defective HAdV-C5

Viruses. Viruses were propagated in HEK293, H1299, or 2E2 monolayer cultures. H5pg4100 served as
the WT HAdV-C5 parental virus in these studies (84). The DBP mutant viruses H5pm4250 (UBM2) and
H5pm4251 (UBM5) were generated and analyzed exactly as described (84). Briefly, point mutations were
first introduced into the DBP gene in the L4-Box of pE2-1513 (30) by site-directed mutagenesis using oli-
gonucleotides primers listed in Table 1, resulting in pE2-3197 (UBM2) and pE2-3200 (UBM5). The L4-Box
fragment comprising the nucleotides 21438 to 27081 from pH5pg4100 was then replaced with the cor-
responding fragments from plasmids pE2-3197 and pE2-3200 by Sgfl/Spel digestion and subsequent li-
gation to generate adenoviral plasmids pH5pm3224 and pH5pm3225, respectively. Finally, the viral
genomes were released from the recombinant plasmids by Pacl digestion, and the mutant viruses
H5pm4250 and H5pm4251 were generated as described previously (84). Viral genomes from infected
cell lysates were sequenced by Sanger sequencing of the DBP regions and next-generation sequencing
to confirm the mutations in the DBP gene and verify integrity of the viral genomes.

Antibodies. Primary antibodies specific for adenoviral proteins included anti-DBP mouse monoclonal
antibody (MAb) B6-8 (85), a-E1A mouse MAb M73 (86), a-E1B-55K mouse MAb 2A6 (87), a-E4orf4 rabbit pol-
yclonal antibody (pAb) (88), a-E4orf6 mouse MAb RSA3 (89), a-L4-100K rat MAb 6B10 (90), and a-capsid pro-
tein rabbit pAb L133 (91). Primary antibodies for the detection of cellular and ectopically expressed proteins
included a-Daxx rabbit pAb (Upstate), @-Rad50 mouse MAb (GeneTex), a-Nbsl mouse MAb (Biozol),
a-Mre11 rabbit pAb (Novus), a-PML rabbit pAb (Novus), a-B-actin mouse MAb (Sigma-Aldrich), a-FLAG
mouse MAb M2 (Sigma-Aldrich), a-histidine (His-tag) mouse MAb (Clontech), and a-USP7 rat MAb 3D8 (43).
Secondary antibodies conjugated to horseradish peroxidase (HRP) for detection of proteins by immunoblot-
ting were a-mouse IgG, a-rabbit IgG, and a-rat IgG (Jackson ImmunoResearch).

Protein analysis and immunoprecipitation. Cell pellets of transfected or infected cells were lysed
in radioimmunoprecipitation assay (RIPA) lysis buffer (50 mM Tris-HCl, pH 7.6, 150 mM NaCl, 5 mM EDTA,
1% [vol/vol] NP-40, 0.1% [wt/vol] SDS, and 0.5% [wt/vol] sodium deoxycholate) on ice for 30 min. The
cell lysates were sonicated and subsequently centrifuged to pellet the cell debris (13,000 rpm, 3 min,
4°C). Protein concentrations were determined photometrically using Bradford reagent (Bio-Rad). The
same samples were used for immunoprecipitation, Ni-NTA (nitrilotriacetic acid) pulldown, and GST pull-
down analyses. To investigate protein-protein interactions, proteins were immunoprecipitated. Here,
FLAG-M2-coupled protein A-Sepharose beads (Sigma-Aldrich) were used, or protein A-Sepharose (3 mg/
sample) was coupled with 1 g of the respective antibody for 1 h at 4°C. The antibody-coupled protein
A-Sepharose was added to pansorbin-Sepharose (50 ul/lysate; Calbiochem)-precleared extracts and
rotated overnight at 4°C. Proteins bound to the antibody-coupled protein A-Sepharose were precipi-
tated by centrifugation and washed three times. Aliquots of the RIPA cell lysates were saved to serve as
immunoprecipitation, GST pulldown, and Ni-NTA pulldown input controls. These samples, as well as the
protein samples for immunoblotting, were boiled for 3 min at 95°C in Laemmli buffer. Next, the protein
samples were separated by SDS-PAGE and visualized by immunoblotting as described previously (92).

Expression and purification of recombinant fusion proteins (GST pulldown). The glutathione S-
transferase (GST) bacterial expression vectors (pGEX; PL-Pharmacia) were designed as follows (see
Fig. 1C): GST-USP7-TD (amino acids [aa] 1 to 215) (62), GST-USP7-CD (aa 212 to 561), GST-USP7-C1 (aa
561 to 916), and GST-USP7-C2 (aa 913 to 1102). Expression of GST-fusion proteins in Escherichia coli was
induced for 4 h by adding IPTG (isopropyl- 3-p-thiogalactopyranoside; VWR) to a final concentration of
1 mM. The bacterial cells were centrifuged (10 min, 6,000 rpm), and the cell pellets were resuspended in
MTTB lysis buffer (50 mM Tris, 150 mM NaCl, 1% [vol/vol] Triton X-100, 3 mg/mL lysozyme, 10 U/mL
aprotinin, T uwg/ulL leupeptin, and 1 wg/uL pepstatin). After sonication and centrifugation, the superna-
tant was transferred to a new tube, and 100 ulL glutathione Sepharose 4B beads (GE Healthcare) pre-
washed with MTTB buffer (without lysozyme) was added. The mixture was rotated overnight at 4°C
before the beads were pelleted and washed five times with MTTB buffer (without lysozyme). To analyze
the protein content, the beads were boiled in Laemmli buffer and analyzed by SDS-PAGE. Proteins were
visualized by Coomassie staining. To proof protein-protein interaction with GST pulldown analysis,
800 g of cell lysate was incubated with the purified beads at 4°C overnight. The samples were washed
three times with RIPA buffer, centrifuged, and mixed with Laemmli buffer. After denaturation for 5 min
at 95°C, the samples were analyzed by immunoblotting as described above.

Purification of His-tagged ubiquitin conjugates (Ni-NTA pulldown). H1299 cells were transfected
with plasmids expressing His-tagged ubiquitin and, in some experiments, infected 6 h posttransfection
(hpt). At 44 hpt, the medium was changed to plain DMEM without any additives, and the cells were
treated with the proteasome inhibitor MG132 (final concentration, 25 uM; Merck). Four hours after the
treatment, cells were washed with phosphate-buffered saline (PBS) and subjected to cell lysate prepara-
tion and subsequent Ni-NTA purification exactly as described previously (93). All eluates were analyzed
by immunoblotting as described above.

Analysis of viral DNA synthesis by PCR. Adenoviral DNA replication was determined by conven-
tional PCR. Infected cells were harvested, pelleted, and lysed in RIPA buffer at indicated time points as
described above. The cell lysates were treated with Tween 20 (Applichem) and proteinase K (final con-
centration, 100 ug/mL; Roche) in nucleic acid-free water (Promega) for 1 h at 55°C prior to proteinase K
inactivation for 10 min at 100°C. Levels of the adenoviral E1B gene were determined by PCR with E1B-
specific oligonucleotide primers amplifying a 389-bp E1B fragment (Table 1). PCR products were visual-
ized by ethidium bromide staining in 1% agarose gels.

Isolation and quantification of nucleic acids. Viral and cellular DNAs were isolated from virus
stocks and cell pellets according to the QIAamp DNA minikit manual (Qiagen). The DNA samples were
quantified by quantitative PCR (qPCR) using a Rotor-Gene 6000 (Corbett Life Sciences, Qiagen). The E1B-
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and hexon-specific oligonucleotide primers are listed in Table 1. Genomic viral DNA levels were normal-
ized to cellular B2-microglobulin DNA levels.
Indirect immunofluorescence. For indirect immunofluorescence, 1 x 10° adherent, eukaryotic cells
were seeded on sterile glass coverslips positioned in 6-well cell culture dishes. Twenty-four hours later,
cells were transfected or infected with a multiplicity of infection (MOI) of 10 and fixed with paraformal-
dehyde (PFA; 4% [vol/vol] in PBS) at room temperature (RT) for 20 min at different time points postinfec-
tion. The cells were incubated with ammonium chloride (25 mM) at RT for 10 min and permeabilized
with Triton X-100 (0.5% [vol/vol] in PBS) at RT for 10 min prior to blocking in Tris-buffered saline-BG
(TBS-BG; BG represents 5% [wt/vol] BSA and 5% [wt/vol] glycine) at RT for 10 min. Coverslips were incu-
bated in a humidity chamber for 1 h at RT with the indicated primary antibody diluted in PBS.
Afterward, the cells were incubated with the corresponding secondary antibody diluted in PBS (Alexa
488 [Invitrogen]- or Texas Red [Jackson]-conjugated secondary antibodies) for 30 min at RT. Finally,
nuclei were stained with DAPI (4,6-diamidino-2-phenylindole) in PBS (1:1,000 [vol/vol] from 1 mg/mL
stock) for 5 min before the cells were mounted in glow medium. All steps were separated by three
5 min washing steps with PBS. DAPI was rinsed off with double-distilled water. Digital images were
acquired with a widefield fluorescence microscope (Leica) using the Leica Application Suite.

Statistical analyses. All statistical analyses were performed with GraphPad Prism v9 (GraphPad
Software). Specific information on the statistical tests is provided in the respective figure legends. Data
were considered significantly different if the P value was =0.05.

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
FIG S1, PDF file, 0.2 MB.

ACKNOWLEDGMENTS
The Leibniz Institute for Experimental Virology (HPI) is supported by the Freie und
Hansestadt Hamburg and the German Bundesministerium fiir Gesundheit. The funders
had no role in study design, data collection and analysis, decision to publish, or
preparation of the manuscript.
Conceptualization, J.B.,, W.-H.l, and T.D,; Formal Analysis, J.B., W-H.., LD.B, and T.D,;
Funding Acquisition, T.D.; Investigation, J.B., W.-H.l., BW., Kv.S., and EK; Supervision, W.C.
and T.D,; Visualization, J.B., W.-H.l, and L.D.B.; Writing — Original Draft, J.B.,, W.-H.I, L.D.B., and
T.D.; Writing — Review and Editing, W.-H.I,, L.D.B. and T.D., with input from all authors.

J.B. and T.D. filed a patent on the UBM5 mutation for use in adenoviral vaccine and
gene therapy vectors. All other authors declare that they have no competing interests.

REFERENCES

1.

Mitchell LS, Taylor B, Reimels W, Barrett FF, Devincenzo JP. 2000. Adenovirus
7a: a community-acquired outbreak in a children's hospital. Pediatr Infect Dis
J19:996-1000. https://doi.org/10.1097/00006454-200010000-00011.

. Lin KH, Lin YC, Chen HL, Ke GM, Chiang CJ, Hwang KP, Chu PY, Lin JH, Liu

DP, Chen HY. 2004. A two decade survey of respiratory adenovirus in Tai-
wan: the reemergence of adenovirus types 7 and 4. J Med Virol 73:
274-279. https://doi.org/10.1002/jmv.20087.

. Mahy BWJ, van Regenmortel MHV. 2010. Desk encyclopedia of human

and medical virology. Elsevier, Oxford, UK.

. Ampuero JS, Ocana V, Gomez J, Gamero ME, Garcia J, Halsey ES, Laguna-

Torres VA. 2012. Adenovirus respiratory tract infections in Peru. PLoS One
7:e46898. https://doi.org/10.1371/journal.pone.0046898.

. Yolken RH, Lawrence F, Leister F, Takiff HE, Strauss SE. 1982. Gastroenteri-

tis associated with enteric type adenovirus in hospitalized infants. J
Pediatr 101:21-26. https://doi.org/10.1016/50022-3476(82)80173-x.

. Hofland CA, Eron LJ, Washecka RM. 2004. Hemorrhagic adenovirus cystitis

after renal transplantation. Transplant Proc 36:3025-3027. https://doi
.org/10.1016/j.transproceed.2004.10.090.

. Ison MG. 2006. Adenovirus infections in transplant recipients. Clin Infect

Dis 43:331-339. https://doi.org/10.1086/505498.

. Zhou X, Robinson CM, Rajaiya J, Dehghan S, Seto D, Jones MS, Dyer DW,

Chodosh J. 2012. Analysis of human adenovirus type 19 associated with epi-
demic keratoconjunctivitis and its reclassification as adenovirus type 64. Invest
Ophthalmol Vis Sci 53:2804-2811. https://doi.org/10.1167/iovs.12-9656.

. de Ory F, Avellon A, Echevarria JE, Sanchez-Seco MP, Trallero G, Cabrerizo

M, Casas |, Pozo F, Fedele G, Vicente D, Pena MJ, Moreno A, Niubo J,
Rabella N, Rubio G, Perez-Ruiz M, Rodriguez-lglesias M, Gimeno C, Eiros
JM, Melon S, Blasco M, Lopez-Miragaya |, Varela E, Martinez-Sapina A,
Rodriguez G, Marcos MA, Gegundez M|, Cilla G, Gabilondo I, Navarro JM,

March/April 2022 Volume 13 Issue 2

Torres J, Aznar C, Castellanos A, Guisasola ME, Negredo Al, Tenorio A,
Vazquez-Moron S. 2013. Viral infections of the central nervous system in
Spain: a prospective study. J Med Virol 85:554-562. https://doi.org/10
.1002/jmv.23470.

. Esposito S, Daleno C, Prunotto G, Scala A, Tagliabue C, Borzani |, Fossali E,

Pelucchi C, Principi N. 2013. Impact of viral infections in children with
community-acquired pneumonia: results of a study of 17 respiratory
viruses. Influenza Other Respir Viruses 7:18-26. https://doi.org/10.1111/j
.1750-2659.2012.00340.x.

. Celik C, Gozel MG, Turkay H, Bakici MZ, Guven AS, Elaldi N. 2015. Rotavirus

and adenovirus gastroenteritis: time series analysis. Pediatr Int 57:
590-596. https://doi.org/10.1111/ped.12592.

. Detrait M, De Prophetis S, Delville JP, Komuta M. 2015. Fulminant isolated

adenovirus hepatitis 5 months after haplo-identical HSCT for AML. Clin
Case Rep 3:802-805. https://doi.org/10.1002/ccr3.347.

. Windheim M, Honing S, Leppard KN, Butler L, Seed C, Ponnambalam S,

Burgert HG. 2016. Sorting motifs in the cytoplasmic tail of the immuno-
modulatory E3/49K protein of species D adenoviruses modulate cell sur-
face expression and ectodomain shedding. J Biol Chem 291:6796-6812.
https://doi.org/10.1074/jbc.M115.684787.

. Carrigan DR. 1997. Adenovirus infections in immunocompromised patients.

Am J Med 102:71-74. https://doi.org/10.1016/50002-9343(97)00015-6.

. Abe S, Miyamura K, Oba T, Terakura S, Kasai M, Kitaori K, Sasaki T, Kodera

Y. 2003. Oral ribavirin for severe adenovirus infection after allogeneic
marrow transplantation. Bone Marrow Transplant 32:1107-1108. https://
doi.org/10.1038/sj.bmt.1704276.

. Lion T, Kosulin K, Landlinger C, Rauch M, Preuner S, Jugovic D, Potschger

U, Lawitschka A, Peters C, Fritsch G, Matthes-Martin S. 2010. Monitoring
of adenovirus load in stool by real-time PCR permits early detection of

10.1128/mbio.00144-22 14


https://doi.org/10.1097/00006454-200010000-00011
https://doi.org/10.1002/jmv.20087
https://doi.org/10.1371/journal.pone.0046898
https://doi.org/10.1016/s0022-3476(82)80173-x
https://doi.org/10.1016/j.transproceed.2004.10.090
https://doi.org/10.1016/j.transproceed.2004.10.090
https://doi.org/10.1086/505498
https://doi.org/10.1167/iovs.12-9656
https://doi.org/10.1002/jmv.23470
https://doi.org/10.1002/jmv.23470
https://doi.org/10.1111/j.1750-2659.2012.00340.x
https://doi.org/10.1111/j.1750-2659.2012.00340.x
https://doi.org/10.1111/ped.12592
https://doi.org/10.1002/ccr3.347
https://doi.org/10.1074/jbc.M115.684787
https://doi.org/10.1016/s0002-9343(97)00015-6
https://doi.org/10.1038/sj.bmt.1704276
https://doi.org/10.1038/sj.bmt.1704276
https://journals.asm.org/journal/mbio
https://doi.org/10.1128/mbio.00144-22

A DBP Mutation Leads to Replication Defective HAdV-C5

20.

21.

22.

23.

24,

25.

26.

27.

28.

29.

30.

31.

32

33.

34.

35.

36.

impending invasive infection in patients after allogeneic stem cell trans-
plantation. Leukemia 24:706-714. https://doi.org/10.1038/leu.2010.4.

. Kolawole OM, Oladosu TO, Abdulkarim AA, Okoh Al. 2014. Prevalence of

adenovirus respiratory tract and HIV co-infections in patients attending
the University of llorin, teaching hospital, llorin, Nigeria. BMC Res Notes 7:
870. https://doi.org/10.1186/1756-0500-7-870.

. Bulcha JT, Wang Y, Ma H, Tai PWL, Gao G. 2021. Viral vector platforms

within the gene therapy landscape. Signal Transduct Target Ther 6:53.
https://doi.org/10.1038/s41392-021-00487-6.

. Guimet D, Hearing P. 2016. Adenovirus replication, p 59-84. In Curiel DT

(ed), Adenoviral vectors for gene therapy, 2nd ed. Academic Press,
Oxford, UK. https://doi.org/10.1016/B978-0-12-800276-6.00003-6.

Chow LT, Lewis JB, Broker TR. 1980. RNA transcription and splicing at early
and intermediate times after adenovirus-2 infection. Cold Spring Harb Symp
Quant Biol 44:401-414. https://doi.org/10.1101/SQB.1980.044.01.044.

Seth P. 1999. Adenoviruses: basic biology to gene therapy. R.G. Landes
Company, Austin, TX.

Binger MH, Flint SJ, Rekosh DM. 1982. Expression of the gene encoding
the adenovirus DNA terminal protein precursor in productively infected
and transformed cells. J Virol 42:488-501. https://doi.org/10.1128/JV1.42.2
488-501.1982.

Flint SJ, Sharp PA. 1976. Adenovirus transcription. V. Quantitation of viral
RNA sequences in adenovirus 2-infected and transformed cells. J Mol Biol
106:749-774. https://doi.org/10.1016/0022-2836(76)90263-1.

Voelkerding K, Klessig DF. 1986. Identification of two nuclear subclasses of
the adenovirus type 5-encoded DNA-binding protein. J Virol 60:353-362.
https://doi.org/10.1128/JV1.60.2.353-362.1986.

Chow LT, Broker TR, Lewis JB. 1979. Complex splicing patterns of RNAs
from the early regions of adenovirus-2. J Mol Biol 134:265-303. https://
doi.org/10.1016/0022-2836(79)90036-6.

Pombo A, Ferreira J, Bridge E, Carmo-Fonseca M. 1994. Adenovirus repli-
cation and transcription sites are spatially separated in the nucleus of
infected cells. EMBO J 13:5075-5085. https://doi.org/10.1002/j.1460-2075
.1994.tb06837 .

Hidalgo P, Pimentel A, Mojica-Santamaria D, von Stromberg K, Hofmann-
Sieber H, Lona-Arrona C, Dobner T, Gonzalez RA. 2021. Evidence that the
adenovirus single-stranded DNA binding protein mediates the assembly
of biomolecular condensates to form viral replication compartments.
Viruses 13:1778. https://doi.org/10.3390/v13091778.

Hidalgo P, Anzures L, Hernandez-Mendoza A, Guerrero A, Wood CD, Valdes
M, Dobner T, Gonzalez RA. 2016. Morphological, biochemical, and functional
study of viral replication compartments isolated from adenovirus-infected
cells. J Virol 90:3411-3427. https://doi.org/10.1128/JVI.00033-16.

Condezo GN, San Martin C. 2017. Localization of adenovirus morphogen-
esis players, together with visualization of assembly intermediates and
failed products, favor a model where assembly and packaging occur con-
currently at the periphery of the replication center. PLoS Pathog 13:
€1006320. https://doi.org/10.1371/journal.ppat.1006320.

Stubbe M, Mai J, Paulus C, Stubbe HC, Berscheminski J, Karimi M,
Hofmann S, Weber E, Hadian K, Hay R, Groitl P, Nevels M, Dobner T,
Schreiner S. 2020. Viral DNA binding protein SUMOylation promotes PML
nuclear body localization next to viral replication centers. mBio 11:
€00049-20. https://doi.org/10.1128/mBio.00049-20.

Charman M, Weitzman MD. 2020. Replication compartments of DNA
viruses in the nucleus: location, location, location. Viruses 12:151. https://
doi.org/10.3390/v12020151.

Rubenstein FE, Ginsberg HS. 1974. Transformation characteristics of temper-
ature-sensitive mutants of type 12 adenovirus. Intervirology 3:170-174.
https://doi.org/10.1159/000149753.

Ginsberg HS, Ensinger MJ, Kauffman RS, Mayer AJ, Lundholm U. 1975. Cell
transformation: a study of regulation with types 5 and 12 adenovirus tem-
perature-sensitive mutants. Cold Spring Harbor Symp Quant Biol 39:
419-426. https://doi.org/10.1101/sqb.1974.039.01.054.

Nicolas JC, Suarez F, Levine AJ, Girard M. 1981. Temperature-independent
revertants of adenovirus H5ts125 and H5ts107 mutants in the DNA binding
protein: isolation of a new class of host range temperature conditional rever-
tants. Virology 108:521-524. https://doi.org/10.1016/0042-6822(81)90461-x.
Nicolas JC, Sarnow P, Girard M, Levine AJ. 1983. Host range temperature-
conditional mutants in the adenovirus DNA binding protein are defective
in the assembly of infectious virus. Virology 126:228-239. https://doi.org/
10.1016/0042-6822(83)90474-9.

Rice SA, Klessig DF, Williams J. 1987. Multiple effects of the 72-kDa, adenovi-
rus-specified DNA binding protein on the efficiency of cellular transformation.
Virology 156:366-376. https://doi.org/10.1016/0042-6822(87)90416-8.

March/April 2022 Volume 13 Issue 2

37.

38.

39.

40.

4

42.

43.

44,

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

mBio

Cleghon V, Voelkerding K, Morin N, Delsert C, Klessig DF. 1989. Isolation
and characterization of a viable adenovirus mutant defective in nuclear
transport of the DNA-binding protein. J Virol 63:2289-2299. https://doi
.org/10.1128/JV1.63.5.2289-2299.1989.

Zijderveld DC, d'Adda di Fagagna F, Giacca M, Timmers HT, van der Vliet PC.
1994. Stimulation of the adenovirus major late promoter in vitro by tran-
scription factor USF is enhanced by the adenovirus DNA-binding protein. J
Virol 68:8288-8295. https://doi.org/10.1128/JV1.68.12.8288-8295.1994.

van der Vliet PC, Levine AJ. 1973. DNA-binding proteins specific for cells
infected by adenovirus. Nat New Biol 246:170-174. https://doi.org/10
.1038/newbio246170a0.

Monaghan A, Webster A, Hay RT. 1994. Adenovirus DNA binding protein:
helix destabilising properties. Nucleic Acids Res 22:742-748. https://doi
.org/10.1093/nar/22.5.742.

. Zijderveld DC, van der Vliet PC. 1994. Helix-destabilizing properties of the

adenovirus DNA-binding protein. J Virol 68:1158-1164. https://doi.org/10
.1128/JV1.68.2.1158-1164.1994.

Dekker J, Kanellopoulos PN, Loonstra AK, van Oosterhout JA, Leonard K,
Tucker PA, van der Vliet PC. 1997. Multimerization of the adenovirus
DNA-binding protein is the driving force for ATP-independent DNA
unwinding during strand displacement synthesis. EMBO J 16:1455-1463.
https://doi.org/10.1093/emboj/16.6.1455.

Ching W, Koyuncu E, Singh S, Arbelo-Roman C, Hartl B, Kremmer E,
Speiseder T, Meier C, Dobner T. 2013. A ubiquitin-specific protease pos-
sesses a decisive role for adenovirus replication and oncogene-mediated
transformation. PLoS Pathog 9:e1003273. https://doi.org/10.1371/journal
.ppat.1003273.

Xu G, Jaffrey SR. 2011. The new landscape of protein ubiquitination. Nat
Biotechnol 29:1098-1100. https://doi.org/10.1038/nbt.2061.

Holowaty MN, Zeghouf M, Wu H, Tellam J, Athanasopoulos V, Greenblatt
J, Frappier L. 2003. Protein profiling with Epstein-Barr nuclear antigen-1
reveals an interaction with the herpesvirus-associated ubiquitin-specific
protease HAUSP/USP7. J Biol Chem 278:29987-29994. https://doi.org/10
.1074/jbc.M303977200.

Canning M, Boutell C, Parkinson J, Everett RD. 2004. A RING finger ubiqui-
tin ligase is protected from autocatalyzed ubiquitination and degradation
by binding to ubiquitin-specific protease USP7. J Biol Chem 279:
38160-38168. https://doi.org/10.1074/jbc.M402885200.

Jager W, Santag S, Weidner-Glunde M, Gellermann E, Kati S, Pietrek M, Viejo-
Borbolla A, Schulz TF. 2012. The ubiquitin-specific protease USP7 modulates
the replication of Kaposi's sarcoma-associated herpesvirus latent episomal
DNA. J Virol 86:6745-6757. https://doi.org/10.1128/JV1.06840-11.

Salsman J, Jagannathan M, Paladino P, Chan PK, Dellaire G, Raught B,
Frappier L. 2012. Proteomic profiling of the human cytomegalovirus UL35
gene products reveals a role for UL35 in the DNA repair response. J Virol
86:806-820. https://doi.org/10.1128/JVI.05442-11.

Ali A, Raja R, Farooqui SR, Ahmad S, Banerjea AC. 2017. USP7 deubiquiti-
nase controls HIV-1 production by stabilizing Tat protein. Biochem J 474:
1653-1668. https://doi.org/10.1042/BCJ20160304.

Czech-Sioli M, Siebels S, Radau S, Zahedi RP, Schmidt C, Dobner T,
Grundhoff A, Fischer N. 2020. The ubiquitin-specific protease Usp7, a
novel Merkel cell polyomavirus large T-antigen interaction partner, mod-
ulates viral DNA replication. J Virol 94:e01638-19. https://doi.org/10.1128/
JVI.01638-19.

Li MY, Chen DL, Shiloh A, Luo JY, Nikolaev AY, Qin J, Gu W. 2002. Deubi-
quitination of p53 by HAUSP is an important pathway for p53 stabiliza-
tion. Nature 416:648-653. https://doi.org/10.1038/nature737.

Li M, Brooks CL, Kon N, Gu W. 2004. A dynamic role of HAUSP in the p53-
Mdm2 pathway. Mol Cell 13:879-886. https://doi.org/10.1016/s1097
-2765(04)00157-1.

van der Horst A, de Vries-Smits AM, Brenkman AB, van Triest MH, van den
Broek N, Colland F, Maurice MM, Burgering BM. 2006. FOXO4 transcrip-
tional activity is regulated by monoubiquitination and USP7/HAUSP. Nat
Cell Biol 8:1064-1073. https://doi.org/10.1038/ncb1469.

Song MS, Salmena L, Carracedo A, Egia A, Lo-Coco F, Teruya-Feldstein J,
Pandolfi PP. 2008. The deubiquitinylation and localization of PTEN are
regulated by a HAUSP-PML network. Nature 455:813-817. https://doi
.org/10.1038/nature07290.

Faustrup H, Bekker-Jensen S, Bartek J, Lukas J, Mailand N. 2009. USP7
counteracts SCFbetaTrCP- but not APCCdh1-mediated proteolysis of
Claspin. J Cell Biol 184:13-19. https://doi.org/10.1083/jcb.200807137.
Felle M, Joppien S, Nemeth A, Diermeier S, Thalhammer V, Dobner T,
Kremmer E, Kappler R, Langst G. 2011. The USP7/Dnmt1 complex stimu-
lates the DNA methylation activity of Dnmt1 and regulates the stability of

10.1128/mbio.00144-22 15


https://doi.org/10.1038/leu.2010.4
https://doi.org/10.1186/1756-0500-7-870
https://doi.org/10.1038/s41392-021-00487-6
https://doi.org/10.1016/B978-0-12-800276-6.00003-6
https://doi.org/10.1101/SQB.1980.044.01.044
https://doi.org/10.1128/JVI.42.2.488-501.1982
https://doi.org/10.1128/JVI.42.2.488-501.1982
https://doi.org/10.1016/0022-2836(76)90263-1
https://doi.org/10.1128/JVI.60.2.353-362.1986
https://doi.org/10.1016/0022-2836(79)90036-6
https://doi.org/10.1016/0022-2836(79)90036-6
https://doi.org/10.1002/j.1460-2075.1994.tb06837.x
https://doi.org/10.1002/j.1460-2075.1994.tb06837.x
https://doi.org/10.3390/v13091778
https://doi.org/10.1128/JVI.00033-16
https://doi.org/10.1371/journal.ppat.1006320
https://doi.org/10.1128/mBio.00049-20
https://doi.org/10.3390/v12020151
https://doi.org/10.3390/v12020151
https://doi.org/10.1159/000149753
https://doi.org/10.1101/sqb.1974.039.01.054
https://doi.org/10.1016/0042-6822(81)90461-x
https://doi.org/10.1016/0042-6822(83)90474-9
https://doi.org/10.1016/0042-6822(83)90474-9
https://doi.org/10.1016/0042-6822(87)90416-8
https://doi.org/10.1128/JVI.63.5.2289-2299.1989
https://doi.org/10.1128/JVI.63.5.2289-2299.1989
https://doi.org/10.1128/JVI.68.12.8288-8295.1994
https://doi.org/10.1038/newbio246170a0
https://doi.org/10.1038/newbio246170a0
https://doi.org/10.1093/nar/22.5.742
https://doi.org/10.1093/nar/22.5.742
https://doi.org/10.1128/JVI.68.2.1158-1164.1994
https://doi.org/10.1128/JVI.68.2.1158-1164.1994
https://doi.org/10.1093/emboj/16.6.1455
https://doi.org/10.1371/journal.ppat.1003273
https://doi.org/10.1371/journal.ppat.1003273
https://doi.org/10.1038/nbt.2061
https://doi.org/10.1074/jbc.M303977200
https://doi.org/10.1074/jbc.M303977200
https://doi.org/10.1074/jbc.M402885200
https://doi.org/10.1128/JVI.06840-11
https://doi.org/10.1128/JVI.05442-11
https://doi.org/10.1042/BCJ20160304
https://doi.org/10.1128/JVI.01638-19
https://doi.org/10.1128/JVI.01638-19
https://doi.org/10.1038/nature737
https://doi.org/10.1016/s1097-2765(04)00157-1
https://doi.org/10.1016/s1097-2765(04)00157-1
https://doi.org/10.1038/ncb1469
https://doi.org/10.1038/nature07290
https://doi.org/10.1038/nature07290
https://doi.org/10.1083/jcb.200807137
https://journals.asm.org/journal/mbio
https://doi.org/10.1128/mbio.00144-22

A DBP Mutation Leads to Replication Defective HAdV-C5

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

UHRF1. Nucleic Acids Res 39:8355-8365. https://doi.org/10.1093/nar/
gkr528.

Qin W, Leonhardt H, Spada F. 2011. Usp7 and Uhrf1 control ubiquitination
and stability of the maintenance DNA methyltransferase Dnmt1. J Cell
Biochem 112:439-444. https://doi.org/10.1002/jcb.22998.

Dar A, Shibata E, Dutta A. 2013. Deubiquitination of Tip60 by USP7 deter-
mines the activity of the p53-dependent apoptotic pathway. Mol Cell Biol
33:3309-3320. https://doi.org/10.1128/MCB.00358-13.

Khoronenkova SV, Dianov GL. 2013. USP7S-dependent inactivation of
Mule regulates DNA damage signalling and repair. Nucleic Acids Res 41:
1750-1756. https://doi.org/10.1093/nar/gks1359.

Mitsudomi T, Steinberg SM, Nau MM, Carbone D, Damico D, Bodner S, Oie
HK, Linnoila RI, Mulshine JL, Minna JD, Gazdar AF. 1992. P53 gene-muta-
tions in non-small-cell lung-cancer cell-lines and their correlation with
the presence of ras mutations and clinical-features. Oncogene 7:171-180.
Brattain MG, Fine WD, Khaled FM, Thompson J, Brattain DE. 1981. Hetero-
geneity of malignant cells from a human colonic carcinoma. Cancer Res
41:1751-1756.

Zapata JM, Pawlowski K, Haas E, Ware CF, Godzik A, Reed JC. 2001. A
diverse family of proteins containing tumor necrosis factor receptor-asso-
ciated factor domains. J Biol Chem 276:24242-24252. https://doi.org/10
.1074/jbc.M100354200.

Holowaty MN, Sheng Y, Nguyen T, Arrowsmith C, Frappier L. 2003. Protein
interaction domains of the ubiquitin-specific protease, USP7/HAUSP. J
Biol Chem 278:47753-47761. https://doi.org/10.1074/jbc.M307200200.
Faesen AC, Dirac AM, Shanmugham A, Ovaa H, Perrakis A, Sixma TK. 2011.
Mechanism of USP7/HAUSP activation by its C-terminal ubiquitin-like do-
main and allosteric regulation by GMP-synthetase. Mol Cell 44:147-159.
https://doi.org/10.1016/j.molcel.2011.06.034.

Sheng Y, Saridakis V, Sarkari F, Duan S, Wu T, Arrowsmith CH, Frappier L.
2006. Molecular recognition of p53 and MDM2 by USP7/HAUSP. Nat
Struct Mol Biol 13:285-291. https://doi.org/10.1038/nsmb1067.

Hu M, Gu L, Li M, Jeffrey PD, Gu W, Shi Y. 2006. Structural basis of compet-
itive recognition of p53 and MDM2 by HAUSP/USP7: implications for the
regulation of the p53-MDM2 pathway. PLoS Biol 4:e27. https://doi.org/10
.1371/journal.pbio.0040027.

Nevins JR, Ginsberg HS, Blanchard JM, Wilson MC, Darnell JE, Jr. 1979.
Regulation of the primary expression of the early adenovirus transcription
units. J Virol 32:727-733. https://doi.org/10.1128/JV1.32.3.727-733.1979.
Gallimore PH, Turnell AS. 2001. Adenovirus ETA: remodelling the host
cell, a life or death experience. Oncogene 20:7824-7835. https://doi.org/
10.1038/sj.onc.1204913.

Pfoh R, Lacdao IK, Georges AA, Capar A, Zheng H, Frappier L, Saridakis V.
2015. Crystal structure of USP7 ubiquitin-like domains with an ICPO pep-
tide reveals a novel mechanism used by viral and cellular proteins to tar-
get USP7. PLoS Pathog 11:21004950. https://doi.org/10.1371/journal.ppat
.1004950.

Cheng J, Li Z, Gong R, Fang J, Yang Y, Sun C, Yang H, Xu Y. 2015. Molecular
mechanism for the substrate recognition of USP7. Protein Cell 6:849-852.
https://doi.org/10.1007/513238-015-0192-y.

Georges A, Marcon E, Greenblatt J, Frappier L. 2018. Identification and
characterization of USP7 targets in cancer cells. Sci Rep 8:15833. https://
doi.org/10.1038/541598-018-34197-x.

Wang Z, Kang W, You Y, Pang J, Ren H, Suo Z, Liu H, Zheng Y. 2019. USP7:
novel drug target in cancer therapy. Front Pharmacol 10:427. https://doi
.org/10.3389/fphar.2019.00427.

Morin N, Delsert C, Klessig DF. 1989. Nuclear localization of the adenovi-
rus DNA-binding protein: requirement for two signals and complementa-
tion during viral infection. Mol Cell Biol 9:4372-4380. https://doi.org/10
.1128/mcb.9.10.4372-4380.1989.

Zheng N, Shabek N. 2017. Ubiquitin ligases: structure, function, and regu-
lation. Annu Rev Biochem 86:129-157. https://doi.org/10.1146/annurev
-biochem-060815-014922.

Komatsu T, Nagata K, Wodrich H. 2016. An adenovirus DNA replication
factor, but not incoming genome complexes, targets PML nuclear bodies.
J Virol 90:1657-1667. https://doi.org/10.1128/JV1.02545-15.

March/April 2022 Volume 13 Issue 2

76.

77.

78.

79.

80.

81.

82.

83.

84,

85.

86.

87.

88.

89.

90.

91.

92.

93.

94.

mBio

Daubeuf S, Singh D, Tan Y, Liu H, Federoff HJ, Bowers WJ, Tolba K. 2009.
HSV ICPO recruits USP7 to modulate TLR-mediated innate response. Blood
113:3264-3275. https://doi.org/10.1182/blood-2008-07-168203.

Fessler SP, Young CS. 1998. Control of adenovirus early gene expression
during the late phase of infection. J Virol 72:4049-4056. https://doi.org/
10.1128/JV1.72.5.4049-4056.1998.

Volpers C, Kochanek S. 2004. Adenoviral vectors for gene transfer and ther-
apy. J Gene Med 6(Suppl 1):5164-71. https://doi.org/10.1002/jgm.496.
Kovesdi I, Hedley SJ. 2010. Adenoviral producer cells. Viruses 2:1681-1703.
https://doi.org/10.3390/v2081681.

Saha B, Parks RJ. 2017. Human adenovirus type 5 vectors deleted of early
region 1 (E1) undergo limited expression of early replicative E2 proteins
and DNA replication in non-permissive cells. PLoS One 12:e0181012.
https://doi.org/10.1371/journal.pone.0181012.

Holm PS, Bergmann S, Jurchott K, Lage H, Brand K, Ladhoff A, Mantwill K,
Curiel DT, Dobbelstein M, Dietel M, Gansbacher B, Royer HD. 2002. YB-1
relocates to the nucleus in adenovirus-infected cells and facilitates viral
replication by inducing E2 gene expression through the E2 late promoter.
J Biol Chem 277:10427-10434. https://doi.org/10.1074/jbc.M106955200.
Catalucci D, Sporeno E, Cirillo A, Ciliberto G, Nicosia A, Colloca S. 2005. An
adenovirus type 5 (Ad5) amplicon-based packaging cell line for produc-
tion of high-capacity helper-independent deltaE1-E2-E3-E4 Ad5 vectors. J
Virol 79:6400-6409. https://doi.org/10.1128/JV1.79.10.6400-6409.2005.
Treier M, Staszewski LM, Bohmann D. 1994. Ubiquitin-dependent c-Jun
degradation in vivo is mediated by the & domain. Cell 78:787-798.
https://doi.org/10.1016/50092-8674(94)90502-9.

Groitl P, Dobner T. 2007. Construction of adenovirus type 5 early region 1
and 4 virus mutants. Methods Mol Med 130:29-39. https://doi.org/10
.1385/1-59745-166-5:29.

Reich NC, Sarnow P, Duprey E, Levine AJ. 1983. Monoclonal antibodies
which recognize native and denatured forms of the adenovirus DNA-
binding protein. Virology 128:480-484. https://doi.org/10.1016/0042
-6822(83)90274-x.

Harlow E, Franza BR, Jr., Schley C. 1985. Monoclonal antibodies specific
for adenovirus early region 1A proteins: extensive heterogeneity in early
region 1A products. J Virol 55:533-546. https://doi.org/10.1128/JVI.55.3
.533-546.1985.

Sarnow P, Sullivan CA, Levine AJ. 1982. A monoclonal antibody detecting
the adenovirus type 5 E 1 b-58Kd tumor antigen: characterization of the E
1 b-58Kd tumor antigen in adenovirus-infected and -transformed cells. Vi-
rology 120:510-517. https://doi.org/10.1016/0042-6822(82)90054-X.
Shtrichman R, Kleinberger T. 1998. Adenovirus type 5 E4 open reading
frame 4 protein induces apoptosis in transformed cells. J Virol 72:
2975-2982. https://doi.org/10.1128/JVI.72.4.2975-2982.1998.

Marton MJ, Baim SB, Ornelles DA, Shenk T. 1990. The adenovirus E4 17-kil-
odalton protein complexes with the cellular transcription factor E2F,
altering its DNA-binding properties and stimulating ETA-independent
accumulation of E2 mRNA. J Virol 64:2345-2359. https://doi.org/10.1128/
JVI1.64.5.2345-2359.1990.

Kzhyshkowska J, Kremmer E, Hofmann M, Wolf H, Dobner T. 2004. Protein
arginine methylation during lytic adenovirus infection. Biochem J 383:
259-265. https://doi.org/10.1042/BJ20040210.

Kindsmdiller K, Groitl P, Hartl B, Blanchette P, Hauber J, Dobner T. 2007.
Intranuclear targeting and nuclear export of the adenovirus E1B-55K pro-
tein are regulated by SUMO1 conjugation. Proc Natl Acad Sci U S A 104:
6684-6689. https://doi.org/10.1073/pnas.0702158104.

Freudenberger N, Meyer T, Groitl P, Dobner T, Schreiner S. 2018. Human
adenovirus core protein v is targeted by the host SUMOylation machinery
to limit essential viral functions. J Virol 92:e01451-17. https://doi.org/10
.1128/JV1.01451-17.

Tatham MH, Rodriguez MS, Xirodimas DP, Hay RT. 2009. Detection of pro-
tein SUMOylation in vivo. Nat Protoc 4:1363-1371. https://doi.org/10
.1038/nprot.2009.128.

Komatsu T, Robinson DR, Hisaoka M, Ueshima S, Okuwaki M, Nagata K,
Wodrich H. 2016. Tracking adenovirus genomes identifies morphologi-
cally distinct late DNA replication compartments. Traffic 17:1168-1180.
https://doi.org/10.1111/tra.12429.

10.1128/mbio.00144-22 16


https://doi.org/10.1093/nar/gkr528
https://doi.org/10.1093/nar/gkr528
https://doi.org/10.1002/jcb.22998
https://doi.org/10.1128/MCB.00358-13
https://doi.org/10.1093/nar/gks1359
https://doi.org/10.1074/jbc.M100354200
https://doi.org/10.1074/jbc.M100354200
https://doi.org/10.1074/jbc.M307200200
https://doi.org/10.1016/j.molcel.2011.06.034
https://doi.org/10.1038/nsmb1067
https://doi.org/10.1371/journal.pbio.0040027
https://doi.org/10.1371/journal.pbio.0040027
https://doi.org/10.1128/JVI.32.3.727-733.1979
https://doi.org/10.1038/sj.onc.1204913
https://doi.org/10.1038/sj.onc.1204913
https://doi.org/10.1371/journal.ppat.1004950
https://doi.org/10.1371/journal.ppat.1004950
https://doi.org/10.1007/s13238-015-0192-y
https://doi.org/10.1038/s41598-018-34197-x
https://doi.org/10.1038/s41598-018-34197-x
https://doi.org/10.3389/fphar.2019.00427
https://doi.org/10.3389/fphar.2019.00427
https://doi.org/10.1128/mcb.9.10.4372-4380.1989
https://doi.org/10.1128/mcb.9.10.4372-4380.1989
https://doi.org/10.1146/annurev-biochem-060815-014922
https://doi.org/10.1146/annurev-biochem-060815-014922
https://doi.org/10.1128/JVI.02545-15
https://doi.org/10.1182/blood-2008-07-168203
https://doi.org/10.1128/JVI.72.5.4049-4056.1998
https://doi.org/10.1128/JVI.72.5.4049-4056.1998
https://doi.org/10.1002/jgm.496
https://doi.org/10.3390/v2081681
https://doi.org/10.1371/journal.pone.0181012
https://doi.org/10.1074/jbc.M106955200
https://doi.org/10.1128/JVI.79.10.6400-6409.2005
https://doi.org/10.1016/s0092-8674(94)90502-9
https://doi.org/10.1385/1-59745-166-5:29
https://doi.org/10.1385/1-59745-166-5:29
https://doi.org/10.1016/0042-6822(83)90274-x
https://doi.org/10.1016/0042-6822(83)90274-x
https://doi.org/10.1128/JVI.55.3.533-546.1985
https://doi.org/10.1128/JVI.55.3.533-546.1985
https://doi.org/10.1016/0042-6822(82)90054-X
https://doi.org/10.1128/JVI.72.4.2975-2982.1998
https://doi.org/10.1128/JVI.64.5.2345-2359.1990
https://doi.org/10.1128/JVI.64.5.2345-2359.1990
https://doi.org/10.1042/BJ20040210
https://doi.org/10.1073/pnas.0702158104
https://doi.org/10.1128/JVI.01451-17
https://doi.org/10.1128/JVI.01451-17
https://doi.org/10.1038/nprot.2009.128
https://doi.org/10.1038/nprot.2009.128
https://doi.org/10.1111/tra.12429
https://journals.asm.org/journal/mbio
https://doi.org/10.1128/mbio.00144-22

	RESULTS
	HAdV-C5 DBP binds to the TRAF-like domain of USP7.
	A USP7 binding motif in the amino-terminal region of DBP mediates the interaction with USP7.
	UBM5 DBP is highly ubiquitinated.
	UBM5 leads to a complete abrogation of viral RC formation.
	The single amino acid substitution in UBM5 impedes viral DNA synthesis and completely abolishes progeny production.
	UBM5 completely abrogates late viral protein expression in HAdV-C5 infection.

	DISCUSSION
	MATERIALS AND METHODS
	Cells.
	Plasmids and transient transfections.
	Viruses.
	Antibodies.
	Protein analysis and immunoprecipitation.
	Expression and purification of recombinant fusion proteins (GST pulldown).
	Purification of His-tagged ubiquitin conjugates (Ni-NTA pulldown).
	Analysis of viral DNA synthesis by PCR.
	Isolation and quantification of nucleic acids.
	Indirect immunofluorescence.
	Statistical analyses.

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

