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Abstract

Human papillomaviruses (HPVs) utilize an atypical mode of nuclear import during cell entry.
Residing in the Golgi apparatus until mitosis onset, a subviral complex composed of the
minor capsid protein L2 and viral DNA (L2/vDNA) is imported into the nucleus after nuclear
envelope breakdown by associating with mitotic chromatin. In this complex, L2 plays a cru-
cial role in the interactions with cellular factors that enable delivery and ultimately tethering
of the viral genome to mitotic chromatin. To date, the cellular proteins facilitating these steps
remain unknown. Here, we addressed which cellular proteins may be required for this pro-
cess. Using label-free mass spectrometry, biochemical assays, microscopy, and functional
virological assays, we discovered that L2 engages a hitherto unknown protein complex of
Ran-binding protein 10 (RanBP10), karyopherin alpha2 (KPNA2), and dynein light chain
DYNLTS3 to facilitate transport towards mitotic chromatin. Thus, our study not only identifies
novel cellular interactors and mechanism that facilitate a poorly understood step in HPV
entry, but also a novel cellular transport complex.

Author summary

Human papillomaviruses (HPVs) cause proliferative lesions such as benign warts or
malignant invasive cancers. Like other DNA viruses, HPV has to deliver its genome to the
nucleus for viral genome transcription and replication. After initial attachment, HPVs are
endocytosed to be eventually directed to the trans-Golgi-network (TGN) by intracellular
trafficking, where they reside until cell division. Mitosis onset enables access of the virus
to cellular chromatin after nuclear envelope breakdown. Tethering of the virus to mitotic
chromatin ensures nuclear delivery upon reformation of the nuclear envelope after mito-
sis. Our previous work showed that the minor capsid protein L2 facilitates nuclear deliv-
ery. However, the detailed mechanism, namely, how HPV trafficks from cytosol to the
nuclear space, is barely understood. Here, we identified for the first time cellular proteins
that interacted with L2 for nuclear import. Mechanistically, the proteins formed a hitherto
unknown cellular transport complex that interacted with L2 to direct the virus to mitotic
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chromosomes by microtubular transport. Our findings provided not only evidence for a
transport mechanism of a poorly understood step of HPV entry, but also discovered a
novel cellular transport complex.

Introduction

Human papillomaviruses (HPVs) are a large family of small non-enveloped DNA viruses.
Their icosahedral (T = 7) capsids are composed of 72 pentameric capsomers of the major cap-
sid protein L1 and up to 72 molecules of the minor capsid protein L2 [1-4]. The capsid
encloses an 8 kb double-stranded, chromatinized DNA genome [5]. HPVs type-dependently
infect skin or mucosal epithelia [6-8]. Infection of HPVs may cause proliferative lesions such
as benign warts, or malignant invasive cancers. HPV type 16 and 18 are the etiological agents
of cervical cancers [9-11]. Together with other types, HPV16 and HPV18 are considered as
high-risk types for the development of anogenital cancers, and are amongst the primary targets
for vaccination [12].

As most DNA viruses, HPV16 needs to deliver its genome to the host nucleus during cell
entry to allow viral gene expression and genome replication, which typically comprises multi-
ple steps from receptor binding to nuclear import. Most steps during the HPV16 entry pro-
gram have been identified and initially characterized over the last years. However, many of
those steps remain only partially understood. For HPV16, entry starts with binding to heparan
sulphate proteoglycans (HSPGs) within the plasma membrane or the extracellular matrix
(ECM) [13-17]. This binding facilitates a sequence of subsequent conformational and proteo-
Iytic changes that activate the virus for infectious uptake [18]. Activation exposes previously
masked epitopes of L1 and L2, which are in turn cleaved by the extracellular proteases kalli-
krein-8 and furin, respectively [19, 20]. The cumulative changes are hypothesized to facilitate
interaction with an elusive secondary receptor or receptor complex [21]. Engagement is
thought to trigger endocytosis through growth factor receptor and Abl2 signalling from tetra-
spanin-enriched microdomains by a novel actin-dependent pathway [21-24]. After endocyto-
sis, HPV16 is routed to late endosomal compartments, where the major capsid protein L1 at
least partially separates from a subviral complex composed of the minor capsid protein L2 and
viral DNA (L2/vDNA) [25-27]. While the extent of how much L1 remains associated with L2/
vDNA is still under debate [28, 29], it is clear that L2 interactions are crucial for further steps
during entry. In endosomes, L2 is able to penetrate the limiting membrane into the cytosol
with its C-terminal domain [30]. This facilitates the interactions with cellular trafficking com-
plexes such as the retromer, sorting nexins, and y-secretase which address L2/vDNA to the
trans-Golgi network (TGN) [31-36].

Nuclear import of HPV16, namely trafficking of L2/vDNA from the TGN to the intranuc-
lear space, occurs upon nuclear envelope breakdown (NEBD) during mitosis [37, 38].
Throughout this phase, it has been suggested that L2/vDNA remains enclosed within Golgi-
derived vesicles [39]. Upon vesiculation, it appears that additional L2 C-termini penetrate the
limiting membrane [40]. These vesicles containing the subviral complex eventually tether to
condensed mitotic chromosomes [40, 41]. While we established that a central peptide of L2
termed the chromosomal binding region (CBR) is crucial to tether the complex to mitotic
chromatin [41], it is still unclear which cellular factors or mechanisms facilitate the second
membrane penetration event, and direct the subviral complex to mitotic chromatin. However,
since L2/vDNA is found associated with mitotic microtubules (MTs) and the microtubule-
organizing center (MTOC) [40, 42], and since MT-dependent motor proteins, such as dynein

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1009580 May 11, 2021 2/26


https://doi.org/10.1371/journal.ppat.1009580

PLOS PATHOGENS

RanBP10 facilitates HPV16 nuclear import

light chains (DYNLT1 and DYNLT3), can interact with HPV16 L2 [43, 44], a MT-dependent
transport towards mitotic chromatin is plausible.

In this study, we aimed to determine host factors involved in nuclear import during mitosis.
For this, a label-free mass spectrometry approach was used to identify potential cellular L2
interaction partners during mitosis. Using virological, biochemical and microscopy
approaches in combination with RNAi silencing or pharmacological inhibition, we deter-
mined that one of the candidates, namely Ran-binding protein 10 (RanBP10) in a complex
with karyopherin alpha 2 (KPNA2) and dynein light chain DYNLT3 facilitated nuclear deliv-
ery of L2/vDNA most likely through microtubular transport during mitosis.

Results

A label-free mass spectrometry approach identifies RanBP10 as a potential
interactor of L2 during mitosis

To date, it remains largely unclear, which cellular processes or cellular L2 interaction partners
promote nuclear import of the vDNA during mitosis. To address this question we first investi-
gated, which cellular proteins physically interact with L2 during mitosis. For this, we used a
biochemical co-immunoprecipitation (co-IP)/mass-spectrometry assay with subsequent label-
free quantification. In this approach, we quantitatively compared cellular proteins that co-
immunoprecipitated with either wild-type (WT) L2 or a L2 mutant (RTR313EEE) incapable of
associating with mitotic chromatin during mitosis [41]. Proteins that more abundantly co-
immunoprecipitated with WT-L2 but not mutant L2 were considered as candidates facilitating
nuclear import (Figs 1A and S1A and S1 Table, and material and methods). Under low strin-
gency conditions, we identified 131 proteins that were enriched for interaction with WT L2 as
compared to RTR313EEE L2 (log,>0.5). Of those, 47 candidates were selected for downstream
analysis, since their functions were related to mitosis or nuclear processes (Fig 1A and S1
Table). Upon siRNA-mediated knockdown of the respective proteins, the contribution of can-
didates to infection and L2 association was tested in two separate assays. Knockdown of few
candidates exhibited reduced infection and association with mitotic chromatin (S1 Table). Of
those, we decided to analyze one particular candidate in depth, because it displayed the stron-
gest phenotype.

This candidate protein, namely Ran-binding protein 10 (RanBP10) is understudied and lit-
tle is known in terms of its cellular function. Ran-binding proteins comprise a diverse group of
proteins with an equally diverse range of cellular functions. Classically, they facilitate nuclear
import and export, but additional cytoplasmic roles have emerged over the past two decade
including interactions with MTs [45]. RanBP10 has been dubbed a Ran-binding protein due
to its sequence similarity with Ran-binding protein 9 (RanBP9), both of which comprise atypi-
cal functions for RanBPs. Some initial work points to RanBP10’s roles in maintaining cytosolic
Ran activity as a guanine nucleotide exchange factor (GEF) in megakaryocytes to facilitate
nuclear transport and in interacting with MTs during interphase [46-48]. RanBP10 is also
found to act as a co-activator for androgen receptor accompanied by Ran-binding protein M
(RanBPM) and as a part of the multi-subunit C-terminal to LisH complex [49]. From these ini-
tial reports, however, a clear functional role of RanBP10 does not emerge.

To characterize the biological functions of RanBP10 and its potential role(s) in HPV16
nuclear import, we first confirmed that RanBP10 interacted with L2. In HA-RanBP10- and
L2-GFP-expressing HEK293 cells, L2 was able to precipitate RanBP10 confirming a physical
interaction (Fig 1B and 1C). In addition, L2 also interacted with endogenous RanBP10 (Fig
1D). L2 interacted with RanBP10 in cells arrested during interphase and slightly more
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Fig 1. Identification of a novel L2 interaction partner during mitosis. (A) Overview of the experimental strategy to identify mitotic L2
interactors using label-free semi-quantitative mass spectrometry. HEK293 cell lysates expressing wild-type L2-3xHA or RTR313EEE-mutant L2-
3xHA were subjected to immunoprecipitation with an HA antibody. Cellular proteins co-precipitating with L2 were identified by label-free semi-
quantitative mass spectrometry and analyzed with MaxQuant v1.5.3.12. 47 candidates were selected and preliminarily tested on their functional
roles in HPV16 infectivity and L2 chromatin association. (B) Immunoprecipitation of HEK293 cell lysates co-expressing L2-GFP and
HA-RanBP10. Caveolin 1-HA (Cav1-HA) was used as a negative control for the HA-tag pull-down. (C) Reverse pull-down for (B).
Immunoprecipitation of HEK293 cell lysates co-expressing RanBP10 and L2-3xFLAG with a FLAG-tag antibody. (D)(E) Immunoprecipitation
against HA in (D) unsynchronized or (E) synchronized HEK293 cells expressing L2-3xHA, followed by detection of endogenous RanBP10. Cells
were synchronized for 16 hours with either aphidicolin (3 uM) to result in interphase-arrested cells or nocodazole (330 nM) to result in
prometaphase-arrested cells. Caveolin 1-HA (Cav1-HA) was used as a negative control. (F) Quantification of RanBP10 immunoprecipitates from
(E) of three independent experiments. Given are values relative to interphase levels + SD.

https://doi.org/10.1371/journal.ppat.1009580.9001

pronounced in cells arrested in mitosis (Fig 1E and 1F). Overall, these data confirmed the
mass spectrometry data on the interaction of RanBP10 with L2 during mitosis.

To assess the subcellular localization of the RanBP10-L2 interaction, we microscopically
analyzed the co-localization of overexpressed HA-RanBP10 with L2-GFP during different
phases of the cell cycle. In HeLa cells, overexpressed L2 localized during interphase exclusively
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to the nucleus with dot-like accumulations that presumably represented PML nuclear bodies
(SIC Fig) [50, 51]. Overexpressed HA-RanBP10 was mainly localized to the cytosol in inter-
phase cells (S1C Fig, middle row). In addition to a homogenous distribution throughout the
cytosol, RanBP10 notably displayed dot-like accumulations particularly within the perinuclear
area. Upon co-expression, HA-RanBP10 and L2-GFP, we observed co-localizing spots of
HA-RanBP10 and L2-GFP in the perinuclear area (S1C Fig). This result indicated that
RanBP10 was able to associate with and re-localize L2-GFP. During mitosis, however, HA-R-
anBP10 was dispersed throughout the cytosol and did not associate with mitotic chromatin
contrary to L2 (S1C Fig). This suggested that RanBP10 was not tethering the incoming vDNA
to mitotic chromosomes during prometaphase. Hence, we hypothesized that RanBP10 inter-
acts with cytosolic L2 during the transport of L2/vDNA to mitotic chromatin during mitosis.

RanBP10 is important for HPV16 infection and L2 chromatin association

To confirm that the interaction was critical for HPV16 entry, infectivity of HPV16 pseudo-
viruses (PsVs) was tested upon knockdown of RanBP10 in HeLa cells. HPV16 PsVs consist of
HPV16 particles harbouring a GFP expressing pseudogenome [52, 53]. HPV16 infectivity is
assessed by the number of GFP expressing cells. HPV16 infection was reduced to about 50%
upon knockdown of RanBP10 using two independent siRNAs (Fig 2A). Since RNAi of
RanBP10 reduced protein levels only to about 30% of the control (Fig 2A), we tested whether
further decreasing RanBP10 levels would impair HPV16 infection further. Interestingly,
HPV16 infectivity was not further impaired even upon almost complete depletion of RanBP10
(S1B Fig). While this established the importance of RanBP10 for HPV16 entry, it also sug-
gested that its contribution was partial.

Next, we aimed to verify the importance for nuclear delivery. Nuclear delivery of the
HPV16 subviral complex (L2/vDNA) is mediated by L2: incoming vDNA from HPV16 PsV's
associates with mitotic chromosomes during prometaphase/metaphase, and ectopically
expressed L2 is recruited to mitotic chromatin phenocopying the vDNA [38, 41]. Thus, L2
tethers the viral genome to mitotic chromosomes upon NEBD. To initially assess whether
RanBP10 affected L2 association with mitotic chromosomes, we used the L2 chromosomal
association assay, in which ectopically expressed L2 associates with mitotic chromatin, and
quantified the amount of L2 that associated with mitotic chromatin upon depletion of
RanBP10 in comparison to control cells. Similar to our infectivity data, L2 associated about
50% less with mitotic chromosomes upon knockdown of RanBP10 in comparison to the con-
trol (Fig 2B and 2C). Thus, the reduction in HPV16 infectivity was correlated with a decrease
in L2 association with mitotic chromatin. Taken together, these data suggested that RanBP10
played an important role in HPV16 nuclear import.

RanBP10 facilitates nuclear delivery of vDNA

To test whether RanBP10 was indeed involved in nuclear delivery of vYDNA from incoming
viruses, we used EdU-labelled HPV16 PsVs to infect RanBP10-depleted cells [41]. In control
siRNA-transfected cells, about 60% and 8.5% of the incoming vDNA signals localized to the
nucleus and Golgi at 20 h.p.i, respectively (Fig 3A and 3B). Notably, the distribution was
reversed in RanBP10-depleted cells with 11% and 45% of vDNA localizing to the nucleus or
Golgi, respectively (Fig 3A and 3B). This indicated that while nuclear import was facilitated by
the presence of RanBP10, trafficking to the Golgi was unaffected in the absence of RanBP10.
Tethering of L2/vDNA to mitotic chromatin occurs during prometaphase/metaphase [38,
41]. To verify whether tethering of incoming vDNA to mitotic chromatin would require
RanBP10 as indicated by our data on L2 chromatin association, the localization of VDNA was
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Fig 2. A crucial role of RanBP10 for HPV16 infectivity and L2 tethering. (A) RNAi of RanBP10 in HeLa cells was followed by
HPV16-PsV infection for 48 hours. Infectivity was scored by flow cytometry based on the percentage of the cells expressing GFP. The
infectivity was normalized to control siRNA transfected cells and depicted as relative (rel.) infection. The protein expression level of
RanP10 upon siRNA knockdown was analyzed by Western blotting. (B) RNAi of RanBP10 in HeLa Kyoto_H2B-mCherry_L2-GFP
cells was followed by arrest in prometaphase using nocodazole (330 nM) for 16 hours. Cells were fixed and images were acquired
using a spinning disk confocal microscope. Depicted are single median slices. (C) Analysis of (B) quantifying the degree of
chromosomal association as described in material and methods. Displayed is the chromosomal association index (CAI) relative to

control siRNA-treated cells (1) and GFP expressing cells (0). In three independent experiments, at least 50 cells were analyzed. The
median was indicated by a black bar.

https://doi.org/10.1371/journal.ppat.1009580.9002

quantified in mitotic cells at 20 h.p.i. In control siRNA-treated cells, about 35% of the vYDNA
signal localized to condensed mitotic chromatin, whereas only 8% of vDNA showed overlap
with mitotic chromatin in RanBP10-depleted cells (Fig 3C and 3D). Instead of localizing to
mitotic chromatin, the vDNA signals exhibited a different intracellular distribution in
RanBP10-depleted cells: they were less dispersed but localized more closely to regions proxi-
mal to the plasma membrane and the MTOC (Fig 3C and 3E) suggesting a transport-related
perturbation. In summary, the data indicated that RanBP10 was involved in delivering vDNA
from the Golgi to mitotic chromatin.

To evaluate whether RanBP10 played a direct role in the delivery of vDNA from the Golgi
to the nucleus, we further asked whether endogenous RanBP10 would associate with incoming
vDNA during prometaphase. In cells synchronized for progression into mitosis, about 25% of
incoming VDNA co-localized with endogenous RanBP10 during prometaphase as assessed by
confocal microscopy of EdU-labelled HPV16 (Fig 3F and 3G). Notably, co-localized vDNA/
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Fig 3. RanBP10 facilitated nuclear delivery of incoming HPV16 viral DNA. vDNA from incoming EdU-labelled HPV16 PsV was detected using EdU Click-iT
chemistry, nuclei were stained by Hoechst-33258. All images were acquired by confocal microscopy. Images represent single medial slices. The degree of overlapping
signals from at least three independent experiments was quantified using IMARIS. (A) RNAi of RanBP10 in HeLa cells was followed by infection with EdU-labelled
HPV16. Cells were fixed at 20 h.p.i., and stained with an anti-P230 antibody and Hoechst-33258 to indicate the TGN and nucleus, respectively. (B) Quantification of
co-localized vDNA signals with the nucleus or P230. At least 35 cells were analyzed in three independent experiments. The error bars indicate the SD. (C)
Experiments as in (A) were performed in mitotically arrested cells. Yellow lines in the right column indicate margins for quantification of (E). (D) Quantification of
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co-localized vDNA on mitotic chromosomes. At least 35 cells were analyzed in three independent experiments. The error bars indicate the SD. (E) Quantification of
vDNA localized to plasma membrane or MTOC area normalized to control siRNA-treated cells. (F) Co-localization of endogenous RanBP10 with incoming vDNA
and MTs. HeLa cells were infected with EdU-labelled HPV16 and arrested in mitosis. Cells were stained for vVDNA, endogenous RanBP10 and alpha-tubulin (MTs).
The channel indicating co-localized signals of vVDNA and RanBP10 (top right) was generated using IMARIS. (G) Quantification of co-localized vDNA with either
MTs (left) or RanBP10 (right). Indicated is also coincidence overlap with mitochondria (mito), images not shown. At least 35 cells were analyzed in three independent
experiments.

https://doi.org/10.1371/journal.ppat.1009580.9003

RanPB10 did not overlap significantly with mitotic chromatin or the plasma membrane. Thus,
these findings suggested that RanBP10 itself did not tether L2 to chromatin in line with
RanBP10’s absence on mitotic chromatin in L2 expressing cells (S1C Fig), nor that it played a
role in initial uptake of the virus in line with successful vDNA delivery to the Golgi apparatus
(Fig 3E and 3F). Instead, the overlapping signals were significantly localized to mitotic MTs
when assessed by confocal or super-resolution radial fluctuations (SRRF) microcopy and com-
pared to coincidental overlap with mitochondria (Fig 3F, 3G, S2A and S2B). This suggested
that RanBP10 facilitated trafficking of L2/vDNA along MTs towards mitotic chromatin.

RanBP10 mediates L2 interaction with KPNA2

To shed some light on how RanBP10 may facilitate L2/vDNA transport along MTs, we focused
our attention on MT-dependent motors and their adaptor proteins. MT-dependent motor
proteins function as transporters not only during interphase but also during mitosis (reviewed
in [54, 55]). Importin subunits have been shown to interact with these transporters along with
cellular adaptor proteins, such as Targeting Protein for Xklp2 (TPX2), to deliver cellular cargo
along MTs and eventually reach mitotic chromatin [56-58]. Previous work indicated that L2
co-immunoprecipitates with karyopherin 2 (KPNA2) [59]. Moreover, dynein motors, more
specifically dynein light chains, associate with incoming HPV16 L2 during infection [43].
While both findings have not been related to mitosis, these reports together with the localiza-
tion of incoming L2/vDNA complex to mitotic MTs [39] led us to hypothesize that L2/vDNA
may traffic with the help of a RanBP10/KPNA2/motor protein complex during mitosis.

To test this hypothesis, we first investigated whether RanBP10 would interact with KPNA2.
In L2-3xHA or HA-RanBP10 overexpressing cells, endogenous KPNA?2 precipitated with both
proteins in interphase cells (Fig 4A). Furthermore, RanBP10 pulled down KPNA2 also during
mitosis (Fig 4B). This data suggested that L2 interacted with a complex composed of RanBP10
and KPNA2 (RanBP10/KPNA2). While signals of endogenous RanBP10 and KPNA2 showed
overlap in confocal micrographs (S3A Fig), the high and disperse cytosolic abundance of
KPNA2 during mitosis renders quantification uninformative as it cannot be distinguished
from coincidental overlap. To further dissect the interaction between L2 and RanBP10/
KPNA2, endogenous RanBP10 was depleted followed by overexpression of L2-3xHA. L2 inter-
acted less with endogenous KPNA2, if RanBP10 was depleted (Fig 4C), indicating that L2
formed a complex with endogenous KPNA2 through RanBP10.

Finally, we assessed whether Ran would be involved in the interaction of L2 and the
RanBP10/KPNA?2 complex. Ran is a Ras-related GTPase that plays fundamental roles in both
interphase and mitosis [39]. Among other functions, it is responsible for regulating importin
activities, MT-dependent transporter functions, and spindle formation [60-62]. Each function
requires Ran-GTP hydrolysis, which is regulated by guanine nucleotide exchange factors
(GEFs) and Ran-GTPase-activating proteins (GAPs) that promote Ran-GTP and Ran-GDP
respectively. The so-called Ran-binding proteins (RanBP) often exert GEF or GAP functions
[63-65]. Interestingly, Ran did not interact with L2-3xHA or HA-RanBP10 (Fig 4A) failing to
support that the interaction between L2 and RanBP10/KPNA2 was a Ran-dependent process.
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Fig 4. L2 and RanBP10 formed a complex with KPNA2. Immunoprecipitation was used to determine potential interactions between L2, RanBP10 and
KPNA2 in HEK293 and HeLa cells. (A) Caveolin1-HA, L2-3xHA or HA-RanBP10 were ectopically expressed in HEK293 cells, and immunoprecipitation
against HA was performed on cell lysates. Caveolinl-HA was used as a negative control of immunoprecipitation. Endogenous RanBP10, KPNA2, and Ran were
detected by Western blotting after immunoprecipitation. (B) aphidicolin (3 uM) or nocodazole (330 nM) were used to arrest HEK293 cells ectopically
expressing caveolinl-HA, or HA-RanBP10 in interphase or mitosis, respectively. Cell lysates were subjected to immunoprecipitation against HA and
endogenous KPNA2 was detected by Western blotting. (C) HeLa cells were transfected with RanBP10 siRNA, followed by ectopic L2-3xHA expression for 24

hours. Cell lysates were subjected to immunoprecipitation against HA. Caveolin1-HA was used as a negative control for HA-tag pull-down. Endogenous
RanBP10 or KPNA2 were detected by Western blotting.

https://doi.org/10.1371/journal.ppat.1009580.9004

KPNAZ2 facilitates HPV16 infectivity and L2 tethering

To evaluate whether KPNA2 would functionally contribute to the role of RanBP10 in L2/
vDNA nuclear delivery as a RanBP10/KPNA2 complex, we first assessed whether KPNA2
facilitated HPV16 infection. Upon individual depletion of KPNA2 by two siRNA, HPV16
infectivity was decreased by more than 50% establishing a functional role during infection (Fig
5A). Next, we assessed whether KPNA2 was responsible for L2/vDNA nuclear import. In our
chromosomal association assay, L2 localization to mitotic chromatin was reduced by about
50-75% in KPNA2 depleted cells as compared to control cells similar to the reduction in infec-
tivity (Fig 5B and 5C). These data indicated that the reduction in HPV16 infectivity was likely
due to the failure in nuclear import of L2 upon knockdown of KPNA2. To further assess
whether KPNA?2 also contributed to the nuclear import of HPV16 in incoming virions, we
employed EdU-labeled HPV16 PsVs to infect KPNA2-depleted cells. In control siRNA-treated
cells, 57% and 7% of incoming vDNA localized to nucleus and Golgi, respectively. Upon
knockdown of KPNA2, the localization of vDNA to the nucleus decreased to 20%, whereas
localization to the Golgi increased to 30% (Fig 5D and 5E). Notably, the incoming vDNA was
still able to reach the Golgi upon knockdown of KPNA2, suggesting that the early steps of
HPV16 entry were not significantly affected. Taken together, these results were in line with the
notion that KPNA2 functionally contributed to the transport of the L2/vDNA complex to
mitotic chromatin through interaction with RanBP10 and L2.

Dynein functions are important for the nuclear import of HPV16

Incoming vDNA from HPV16 virions has been localized to the MTOC in prometaphase [39,
40]. To migrate to the MTOC, L2/vDNA has to accomplish minus-end directed transport,
which is typically mediated by cytosolic dynein motors. Previous studies support this
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Fig 5. KPNA2 facilitated HPV16 infection and L2/vDNA nuclear import. (A) RNAi of KPNA2 by two individual siRNAs was followed by
HPV16-PsV infection. Infectivity was scored based on cells expressing GFP over total cells. The infectivity was normalized to control siRNA
transfected cells as relative (rel.) infection. Error bars indicate the SD of three independent experiments. (B) A L2 chromosomal association
assay after KPNA2 depletion in HeLa Kyoto_H2B-mCherry_L2-GFP cells was performed as in Fig 2B. (C) CAI of panel B. At least 50 cells
were analyzed in three independent experiments, and the median was indicated by the black bar. (D) HPV16 vDNA localization upon RNAi
of KPNA2. HeLa cells were depleted of KPNA2 by siRNA transfection, followed by EdU-labelled HPV16 infection for 20 hours. P230 and
Hoechst-33258 were stained to indicate TGN and nucleus, respectively. Confocal images depict median slices. (E) Co-localization of YDNA
with the nucleus or P230 was quantified using IMARIS. At least 40 cells were analyzed in three independent experiments. Error bars indicate
the SD.

https://doi.org/10.1371/journal.ppat.1009580.9005

hypothesis, as L2 is able to interact with dynein light chains [43, 44]. To assess the role of MTs
and dynein motors in RanBP10/KPNA2-mediated subviral trafficking during nuclear import
of HPV 16, we resorted to pharmacological inhibition of microtubule polymerization with
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nocodazole or of dynein with erythro-9-3-(2-hydroxynonyl)adenine (EHNA)/ciliobrevin D,
which inhibit dynein’s ATPase activity [66-68], as well as perturbation by RNAi. Nocodazole-
induced, complete depolymerization of MTs during mitosis resulted in clearly reduced associ-
ation of vVDNA with mitotic chromatin (54 Fig). However, reduced microtubule formation
upon lower nocodazole concentrations of 330 nM used to block cells in prometaphase did not
affect association of incoming vDNA with mitotic chromatin (S4 Fig). Upon EHNA or cilio-
brevin D inhibition of dynein, HPV16 infectivity was reduced in a dose-dependent manner
similar to Herpes simplex virus type 1 (HSV-1) infection that relies upon dynein-mediated
transport during entry (Figs 6A, 6B, S5A and S5B, [66]). Probing for the role of dynein in
nuclear import of HPV16, we next tested whether L2 association to mitotic chromatin was
affected. EHNA or ciliobrevin D treatment significantly decreased L2 association with mitotic
chromatin (Fig 6C-6F). To assess whether dynein activity played a direct role in L2/vDNA
nuclear import, cells infected with EdU-labelled HPV16 were treated with EHNA or ciliobre-
vin D 1 hour prior to entering mitosis. The amount of incoming vDNA that localized to
mitotic chromosomes upon EHNA or ciliobrevin D treatment was clearly reduced as com-
pared to the control suggesting dynein played an important role in HPV16 nuclear import
(Fig 6G-6I). To more specifically interfere with dynein function, we depleted cells of dynein
light chains (DYNLT1, DYNLT3, DYNLL1, and DYNLL2) that link cargo via adaptor mole-
cules to the core dynein motor [69-73], and tested whether HPV 16 infectivity would be
affected. RNAi of DYNLT3 and DYNLL2 reduced HPV16 infection by about 50%, whereas
DYNLT1 and DYNLLI did not decrease infectivity (Fig 7A). In confirmation, CRISPR/Cas9
knockout of DYNLL2 expression reduced HPV16 infectivity also by about 50% (S5C Fig).
Thus, specific dynein light chains contributed to dynein-mediated transport during HPV16
infection. Next, we assessed whether dynein light chains would facilitate L2 association with
mitotic chromatin. Upon silencing of DYNLT3, L2 associated about 50% less with mitotic
chromatin, whereas DYNLL?2 silencing displayed no significant reduction (Fig 7B-7E). This
suggested that DYNLTS3 facilitated transport of L2 during mitosis. To test, whether DYNLT?3
may in fact associate with the L2/RanBP10/KPNA2 complex important for nuclear import, we
resorted again to immunoprecipitation. In line with the formation of a transport complex,
exogenously expressed DYNLT3 co-immunoprecipitated with L2 or RanBP10 but not Caveo-
lin-1 suggesting a physical interaction (Fig 7F). Finally, the contribution of DYNLT3 to nuclear
import was assessed. Similar to RanBP10 and KPNA2 depletion, RNAi DYNLT?3 reverted the
localization of vDNA from nucleus to Golgi (Fig 7G and 7H). Moreover, DYNLT3-depletion
also led to a decrease of vDNA localization to mitotic chromatin (S6A Fig) but did not accu-
mulate VDNA in endosomal compartments (S6B and S6C Figs). This indicated that in
DYNLT3-depleted cells HPV16 transport from the Golgi to mitotic chromatin was impaired.

Discussion

In this study, a novel cellular interaction partner of HPV16 L2, namely RanBP10, was identi-
fied that was important for the delivery of L2 and incoming viruses onto mitotic chromatin to
thereby accomplish the nuclear import of YDNA. Mechanistically, RanBP10 linked L2,
KPNA2, and DYNLTS3 forming a complex that likely facilitated minus-end directed dynein-
dependent transport of incoming L2/vDNA during mitosis (Fig 8).

RanBP10 physically interacted with L2 mainly in the perinuclear area, where nuclear
import of HPV16 is initiated at the onset of mitosis [38, 41]. Upon depletion of RanBP10, the
vDNA was found localized to the Golgi apparatus and failed to reach the nucleus indicating
that early steps of cell entry were independent of RanBP10. In contrast, RanBP10 played an
important role during nuclear import of vDNA. Similarly, overexpressed L2 associated about
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Fig 6. Dynein function was crucial for HPV16 infection and L2 tethering. EHNA or ciliobrevin D was used to inhibit dynein-mediated
transport. HeLa Kyoto cells were treated with EHNA (A) or ciliobrevin D (B) one hour prior to and during HPV16 infection. The
infectivity was scored based on the percentage of the cells expressing GFP with flow cytometry. The infectivity was normalized to DMSO-
treated cells as relative infection. (C)(D) HeLa Kyoto_H2B-mCherry_L2-GFP cells were treated with EHNA (C) or ciliobrevin D (D) and
nocodazole (330 nM) for 16 hours. L2 chromosomal association assay was assessed as described in Fig 2B. Depicted are single confocal
slices. (E) and (F): Quantification of (C) and (D), respectively. The CAI was normalized and analyzed as in Fig 2C. At least 40 cells were
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analyzed in three independent experiments, the median was indicated by the black bar. (G)(H) HeLa Kyoto cells were infected with EAU-
labelled HPV16 and arrested in prometaphase as in Fig 3C. EHNA (G) or ciliobrevin D (H) was used to inhibit dynein activities for 2
hours prior to mitotic onset. Mitotic cells were fixed and vDNA was stained with EQU Click-iT chemistry. Host DNA was stained with
Hoechst-33258 to indicate mitotic chromosomes. Depicted are single confocal slices. (I) Quantification of (G) of co-localized vDNA on
mitotic chromosomes using IMARIS. More than 35 cells were analyzed in three independent experiments, error bars indicate the SD.

https://doi.org/10.1371/journal.ppat.1009580.9006

50% less with mitotic chromatin upon RanBP10 depletion. Nuclear import of HPV16 during
mitosis can be subdivided into four critical steps that are necessary for cell entry, and that are
likely coordinated in time and space: (i) Golgi fragmentation and vesiculation of the subviral
complex to be tethered to mitotic chromatin [39, 40]; (ii) penetration of L2 C-termini through
the enclosing vesicular membrane [40]; (iii) transport of the vesicle containing the subviral
complex towards mitotic chromosomes; and (iv) tethering of the subviral complex to mitotic
chromatin to ensure incorporation into nascent nuclei [41].

Since proper Golgi fragmentation is crucial for progression through mitosis, and since it
may contribute to generate a virus-containing vesicle for nuclear import, RanBP10 depletion
might have affected these processes and thereby caused reduced infectivity and chromosomal
association. Moreover, KPNA2 can directly bind to the Golgi matrix protein, GM130, during
mitosis to aid Golgi disassembly [74]. However, neither mitosis nor Golgi fragmentation dur-
ing mitosis (S3B Fig) were affected upon knockdown of RanBP10 or KPNA2. Thus, it is highly
unlikely that RanBP10 or KPNA2 facilitated nuclear import through Golgi fragmentation and
vesiculation.

It is also highly unlikely that RanBP10 is responsible for tethering L2 or incoming virus to
mitotic chromatin. If this were to be the case, one would expect a localization of RanBP10
together with L2 or incoming virions to mitotic chromatin. However, no significant co-locali-
zation was observed.

Recent descriptive work suggests that L2/vDNA transport during nuclear import may
occur by MT-dependent transport [39, 40]. MT-dependent transport of cargo is facilitated by
motor proteins. Cargo is most often linked to the motor proteins by adaptor proteins
(reviewed in [75]). Dyneins or kinesins then move cargo either towards the minus or plus end
of MTs, respectively (reviewed in [76]). During mitosis, the minus end localizes to the MTOC/
centrosomes, whereas the plus ends are localized at the plasma membrane or mitotic chromo-
somes [77] (reviewed in [78]). Evidence suggests that the vDNA transiently localizes to the
MTOC during mitosis [40]. Moreover, it has been shown that L2 interacts with dynein light
chains [43, 44]. Thus, it is reasonable to assume MT-dependent transport of HPV16 also dur-
ing mitosis. Our data confirms such a MT-dependent transport step during mitosis. This
transport likely involves both dynein- and kinesin-dependent transport. Dynein-mediated
minus end-directed transport would be required for vesicles containing the vDNA towards the
MTOC, whereas kinesin-mediated plus end-directed transport would direct the vVDNA from
the MTOC towards mitotic chromatin.

Dynein-dependent processes clearly contributed to nuclear import of HPV16: First, dynein
motor function as well as dynein light chain DYNLT3 were required for nuclear import of
HPV16 and association of L2 with mitotic chromatin. Second, importin subunits interact with
dynein light chains to transport cargo toward the minus end of MT during mitosis [56-58].
Our data demonstrates for the first time a functional complex of cellular KPNA2 and
RanBP10, which interacted with L2 through RanBP10. While KPNA2 has importin functions
for shuttling cargo through the NPC, any interaction with incoming L2 during interphase
would not result in nuclear import, because the YDNA locates to the Golgi during this phase
[27, 40]. Since both KPNA?2 and RanBP10 facilitated nuclear import and localization of L2 to
mitotic chromatin phenocopying the effect of dynein motor perturbation and depletion of
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Fig 7. Dynein light chain DYNLTS3 facilitates nuclear delivery of incoming HPV16. (A) RNAi of various dynein light chains by each two
individual siRNAs as indicated in HeLa cells was followed by HPV16-PsV infection. Infectivity was scored based on cells expressing GFP over
total cells. The infectivity was normalized to control siRNA transfected cells as relative (rel.) infection. Error bars indicate the SD of three
independent experiments. (B)(D) A L2 chromosomal association assay after DYNLT3 (B) or DYNLL2 (D) depletion in HeLa Kyoto_H2B-
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mCherry_L2-GFP cells was performed as in Fig 2B. (C)(E) CAI of panels (B)(D). At least 40 cells were analyzed in three independent
experiments, and the median was indicated by the black bar. (F) Caveolin1-HA, L2-3xHA or HA-RanBP10 were expressed together with
FLAG-DYNLTS3 in HEK293 cells. Imnmunoprecipitation against HA was performed on cell lysates. Caveolin1-HA was used as a negative control
of immunoprecipitation. HA, FLAG, and GAPDH were detected by Western Blotting after immunoprecipitation. (G) Knockdown of DYNLT3
in HeLa cells was followed by infection with EdU-labelled HPV16. Cells were fixed at 20 h.p.i., and stained with an anti-P230 antibody and
Hoechst-33258 to indicate the TGN and nucleus, respectively. (H) Quantification of co-localized vDNA signals with nucleus or P230. At least 35
cells were analyzed in three independent experiments. The error bars indicate the SD.

https://doi.org/10.1371/journal.ppat.1009580.g007

DYNLTS3, RanBP10/KPNA2 rather constitutes an adaptor complex to facilitate dynein-depen-
dent process during mitosis. This hypothesis is supported by our data indicating a physical
interaction of L2 and RanBP10 with DYNLTS3. It is interesting to note that engagement of only
one of the two dynein light chains known to specifically interact with L2 [43] promotes nuclear
import suggesting that L2 may engage different dynein light chains and perhaps adaptors dur-
ing cell entry-likely tailored for the specific transport step, such as endosomal and retrograde
trafficking to the Golgi [30, 36].

So where does the vDNA reside upon perturbation of the complex? Depletion of DNYLT3
fails to arrest VDNA in endosomal compartments in line with unperturbed intracellular traf-
ficking to the Golgi. Since our data indicates that RanBP10 depletion does not impair Golgi
disassembly, the vDNA likely resides in a Golgi-derived vesicle. In support, upon Golgi refor-
mation after mitosis the VDNA co-localizes with Golgi markers suggesting that the vVDNA con-
taining vesicles are able to fuse back with the Golgi, if nuclear import during mitosis fails.

It is important to note that the L2/RanBP10/KPNA2/DYNLT3 complex would only support
virus transport to MTOCs/centrosomes. Hence, kinesin-mediated, plus end-directed transport
from the MTOC to mitotic chromatin is likely to be required for successful HPV16 entry. In
support, HPV16 entry was not abrogated upon efficient RanBP10 depletion or dynein-inhibi-
tion and about 50% of the infectivity remained (Figs S1B, 6A and 6B). Thus, about 50% of
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Fig 8. Working model of RanBP10-mediated subcellular transport during the nuclear import of HPV16. The L2 from incoming HPV16-PsV interacts with
RanBP10, which interacts with cytosolic KPNA2 and thereby associates with MT-dependent motor proteins. The interaction forms a transport complex together

with dynein motors that facilitates the subcellular trafficking of L2/vDNA complex. However, RanBP10 does not associate to mitotic chromosomes indicating a
potential chromatin tethering factor still needs to be identified.

https://doi.org/10.1371/journal.ppat.1009580.9008
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incoming HPV16 may be able to engage kinesin motors during mitosis independent of dynein-
dependent transport. In line with this hypothesis, some vDNA still reached mitotic chromatin
in RanBP10-depleted cells, while at the same time accumulations of vVDNA close to the plasma
membrane and around the MTOC appeared (Fig 3A-3E). This is reminiscent of kinesin-medi-
ated transport of cargo upon dynein inhibition: VDNA-containing vesicles not engaging kine-
sins would remain localized to the MTOC area failing nuclear delivery. vDNA-containing
vesicles that engage kinesins would end up at two different locations: Vesicles located closer to
astral MTs would be transported closer to the plasma membrane and would fail to deliver
vDNA to mitotic chromatin, whereas those in proximity to polar MTs would be able to engage
kinesins, associate with mitotic chromatin for nuclear entry and cause infection.

Although our mass spectrometry data indicated an interaction of L2 with the kinesin
KIF20B (S1 Table), it is unlikely that plus-end directed transport is facilitated by this particular
kinesin, mostly because KIF20B facilitates microtubule sliding during mitosis but not trans-
port [79, 80]. In addition, incoming VDNA was still imported into the nucleus upon KIF20B
silencing. Based on the fact that 14 different kinesin families exist (reviewed in [81]), it will be
important to systematically analyze which kinesins may be involved in plus end-directed trans-
port of HPV16.

While it is likely that a subviral complex that also seems to be enclosed in a vesicle would
require some form of active transport to reach mitotic chromatin, one might question if ectop-
ically expressed L2-GFP would not be able to reach mitotic chromatin by diffusion rather than
active transport as indicated by our data. Since the effects on L2-GFP chromatin association
upon perturbation of the RanBP10/KPNA2/L2 complex are milder than on vDNA association,
it is likely that at least some L2-GFP is able to reach mitotic chromatin by diffusion while
being more efficient in reaching mitotic chromatin with an active transport system in place.

In summary, our work identified the first cellular protein complex that facilitates the
nuclear import of HPV16 during mitosis. Moreover, our findings on the novel interaction
between RanBP10 and KPNA2 describe a novel cellular adaptor complex for intracellular
dynein-mediated transport that is hijacked by a virus, and that potentially also has a role in cel-
lular physiology. While its cellular function remains yet elusive, our findings expand our
knowledge on an understudied cellular protein.

Materials and methods
Cell lines, plasmids, reagents, antibodies, and viruses

HeLa Kyoto and HeLa H2B-mCherry cells were kindly provided by L. Pelkmans, (University
of Zurich, Switzerland) and D. Gerlich (IMB, Vienna, Austria), respectively. HeLa Kyoto H2B-
mCherry_L2-GFP cells were generated in our lab by transfection of pL2-EGFP and clonal
selection with Hygromycin B. HEK293 were from ATCC. HEK293TT cells and pL2-EGFP
were kindly provided by C. Buck (NIH, Bethesda, USA). HeLa cells with a DYNLL2 CRISPR/
Cas9 knockout in exon 2 (ab265158) were purchased from Abcam. Expression plasmids of
truncated L2 (N-terminal NLS deleted L2-GFP, N- and C-terminal NLS deleted L2-GFP) are
described in [41]. pL2-3xHA and pL2-3xFLAG were a kind gift from L. Florin (University of
Mainz, Germany) [82, 83]. The FLAG-DYNLT3 expression plasmid was purchased from Sino
Biological (HG20799-CF). pL2(RTR313EEE)-3xHA was produced by site-directed mutagene-
sis using pL2-3xHA as described in [41]. pMXs-HA-RanBP10 was kindly provided by Y.
Kawaguchi, University of Tokyo [84]. The EcoRI (5") and NotI (3°) site on pMXs-HA-R-
anBP10 was digested to obtain the HA-RanBP10 coding sequence, which was then introduced
into pcDNA3 through EcoRI (5") and NotI (3°) site by standard cloning procedures. Aphidi-
colin, nocodazole, ciliobrevin D, and EHNA were from Sigma-Aldrich. MitoTracker Red was
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from Thermo Fisher. RO-3306 was purchased from Selleckchem. RanBP10 (#21107-1-AP)
and GAPDH (#10494-1-AP) polyclonal antibodies were from Proteintech [85]. The anti-HA
antibody (HA.11) was from BioLegend. KPNA2 (B-9) and Ran (A-7) were from Santa Cruz
Biotechnology. Alpha-tubulin (DM1A, T6199) and anti-FLAG antibody (M2) were from
Sigma-Aldrich. Anti-GFP antibody (4B10) was from Cell Signaling. P230 (#611280) was
obtained from BD Transduction Laboratories. The anti-DYNLT3 antibody was from Abcam
(ab121209). HPV16-PsVs with or without 5-ethynyl-2’-deoxyuridine (EdU)-labelled GFP
reporter plasmid were generated using p16Shell and pCleno-GFP as previously described [41].

RNA interference

The RNA interference was performed in either 96- or 12-well plates with Lipofectamine RNAi-
MAX transfection reagent (Thermo Fisher). In 96-well plates, 1500 or 3000 HeLa cells were
transfected respectively with 10 nM or 20 nM of siRNA for 48 hours. In 12-wells, 3x10* HeLa
cells were transfected with 20 nM siRNA for 48 hours. Alternatively, for RanBP10, cells were
transfected for 24 hours with the indicated amounts of siRNA, and then transfected again with
the same amount of siRNA for further 24h. All the siRNAs were obtained from Qiagen. The
siRNAs used in this study are: RanBP10_1 (S102644355), siRanBP10_2 (S102644362),
siIKPNA2_1 (SI05151482), siKPNA2_ 2 (SI05151489), siDYNLT1_1 (SI05010558), siDYNLT1 2
(S105010565), siDYNLT3_1 (SI04286303), siDYNLT3_2 (SI04374503), siDYNLL1_1
(S104238780), siDYNLLI1_2 (SI04323921), siDYNLL2_1 (S104331698), siDYNLL2_2
(S105076414), KIF20B_1 (S105108796), KIF20B_2 (S105108803), KIF20B_3 (SI02780855). As
controls, AllStar Negative Control siRNA (S103650318) and AllStars Cell Death siRNA
(S104381048) were used. The knockdown efficiencies were verified on the mRNA level with
RT-qPCR (S7 Fig) and/or on the protein level by Western blotting.

HPV16 PsV infection

In brief, cells were infected with 6 ng of HPV16-PsV for 48 hours in 12-well plates to result in 20-
30% infected cells. To monitor the incoming VDNA localization, synchronized cells were infected
with 20 ng of EdU-labelled HPV16 for 20 hours. Cells were fixed with 4% paraformaldehyde and
the infectivity was scored by flow cytometry or microscopy as previously described [38, 41].

L2 chromosomal association assay

The L2 chromosomal association assay was carried out as previously described [41]. Briefly, 3000
HelLa cells stably expressing H2B-mCherry and L2-GFP were transfected with 20 nM siRNA in
96-well plates for 48 hours. At 48 hours post transfection, cells were synchronized with nocodazole
(330 nM) for 16 hours. Mitotic cells were fixed with 4% paraformaldehyde, and Alexa Fluor 647
Phalloidin served as a counterstain. Single slice images were acquired with Zeiss Axio Observer.
Z1 spinning disc microscope (40x PlanApo oil immersion objective) and analyzed with CellProfi-
ler. The chromatin regions were defined by the H2B-mCherry signals. The cytosol regions were
defined by phalloidin staining. The chromosomal association index (CAI) was given by the ratio
of the mean intensity of GFP in the chromatin region over the cytosol area.

Immunofluorescence staining and localization of incoming vDNA

To monitor the incoming vDNA localization, cells were infected with EdU-labelled HPV16
[41] for 20 hours. To enrich for mitotic cells, cells were synchronized with 9 uM RO-3306
(Selleckchem) in G2/M, and fresh medium was used to release the cells into mitosis for 30
minutes. Cells were fixed with 4% paraformaldehyde, and then the Click-iT EAU AF488
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imaging kit (Thermo Fisher) was used to visualize vDNA. To determine vDNA localizations,
endogenous RanBP10 (Proteintech), alpha-tubulin (Sigma T6199), pericentrin (Abcam
ab4448), and P230 (BD Biosciences) antibodies in 3% BSA were used to perform immunofluo-
rescence staining. The nuclei were stained with Hoechst-33258. Image stacks were acquired
using a LSM800 (63x objective) confocal microscope. The vDNA co-localization was analyzed
with IMARIS Coloc function. The amount of vVDNA locating on mitotic chromosomes, MT,
or Golgi apparatus were quantified by the co-localization of vVDNA signals in voxels with
Hoechst-33258, alpha-tubulin, or P230, respectively. Co-localized vDNA signals (voxels) were
divided by the total vVDNA signals and shown in percentage. Around 15 random cells were
imaged and analyzed in each individual experiment, and quantified for at least three indepen-
dent experiments. Statistical significance of co-localized vDNA signals were then assessed by
student’s t-test (n.s. P>0.05, * P < 0.05, ** P < 0.01, *** P < 0.001). Proximity to the MTOC
was determined by thresholding of the pericentrin signal, and extending a 2 um radius around
the signal. Similarly, the plasma membrane area was determined by thresholding the cells bor-
der signal, and a 2 pm margin extending into the cells cell margin was determined. The vDNA
signals were determined within these margins, and normalized to the control.

SRRF analysis of HPV16 vDNA on mitotic microtubules

Super-resolution and radial fluctuations (SRRF) was performed following published proce-
dures [86]. In brief, 100 images of the same cell and the same focal plane were acquired under
signal fluctuations conditions using a spinning disk confocal microscope (Zeiss AxioObserver.
Z1, equipped with a Yokogawa CSU22 spinning disk unit, 100x oil immersion objective, N.A.
1,45, Visitron). A theoretical point-spread function was determined and image were decon-
volved using Deconvolution Lab 3D plug-in for ImageJ/Fiji [87], by applying the Richardson-
Lucy algorithm with 10 iterations. Deconvolved vDNA and MTs stacked images were then
imported to NanoJ-SRRF plug-in and SRRF analysis was performed (ring radius: 0.5, radiality
magnification: 5, axes in ring: 8). Super-resolved vDNA and MT's images were converted into
8-bit images, thresholded in ImageJ/Fiji (vDNA: Otsu method, MTs: Li method) and then
imported into the JaCOP plug-in for ImageJ/Fiji [88]. The particle-based colocalization algo-
rithm was applied to detect vVDNA signal overlapping with MTs signal. A total of 15 random
cells for three independent experiments were analyzed and quantified.

Immunoprecipitation

5x10° HEK293 cells were seeded one day prior to transfection in 10 cm petri dishes. Cells were
transfected with 5 to 10 pg of plasmids/Lipofectamine2000 (Invitrogen) for 24 hours. Cells
were then synchronized with either aphidicolin (3 uM) or nocodazole (330 nM) for 16 hours.
For siRNA knockdown experiments, HeLa cells were reverse-transfected with siRNA in
12-well plates for 48 hours as described above, followed by overexpression of L2-3xHA for 24
hours. Cells were harvested and lysed with IP lysis buffer (150 mM NaCl,1% NP-40, 50 mM
Tris-HCI, 50 mM NaF, pH 7.4) and pre-cleared with protein G agarose beads (Sigma). 10% of
the samples were taken as input, the rests were incubated with primary antibodies (anti-HA,
HA.11, BioLegend, or anti-FLAG M2, Invitrogen) and protein G agarose beads. Agarose beads
were washed sequentially with wash buffers, and the samples were boiled at 95°C with SDS-
sample buffer. Proteins of interest were then detected by Western blotting.

Mass spectrometry

The immunoprecipitation assay was performed as described above. For mass-spectrometry
analysis, precipitated proteins were size fractionated by denaturing SDS-PAGE using 4-12%
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Bis-Tris gradient gels (life technologies), and in-gel digested with trypsin. Extracted and
desalted peptides of each fraction were then subjected to liquid chromatography coupled tan-
dem mass spectrometry using an EASY-nLC coupled to an Orbitrap Velos mass spectrometer
via a Nanospray Flex ion source which harboured a C18 reversed phase capillary column with
integrated emitter tip (360pum OD x 75um ID x 150mm length; in house packed with Reprosil
Pur c18-AQ; 3.0um, Dr. Maisch). Peptides were separated at a flow rate of 250 nl/min using a
multistep gradient, running from 2-7% Buffer B (0.1% formic acid, 80% acetonitrile) in 5
mins, from 7-35% B in 90min, from 35-60% B in 20 min. The column was flushed at 98% B
for additional 12 mins before re-equilibration at starting conditions (Buffer A: 0.1% formic
acid). The Orbitrap Velos mass spectrometer was operated in data-dependent acquisition
mode (spray voltage 2.3 kV) collecting collision induced MS/MS spectra from the fifteen
most intense peaks in the MS (LTQ-FT full scans from m/z 300 to m/z 1650; resolution
r=60,000; LTQ isolation and fragmentation at a target value of 10000). Dynamic exclusion
of previously identified peptides was activated (list size 500, exclusion duration 90s). Data
were recorded with Xcalibur software (Thermo Scientific). MS data were analyzed using

the label-free quantification algorithm embedded in the MaxQuant v1.5.3.12 proteomics soft-
ware [89]. Identification of peptides and proteins was enabled by the built-in Andromeda
search engine by querying the concatenated forward and reverse human Uniprot database
(UP000005640_9606.fasta) including common lab contaminants. Allowed initial mass devia-
tions were set to 0.5 Da and 20 ppm, respectively, in the search for precursor and fragment
ions. Trypsin with full enzyme specificity and only peptides with a minimum length of 7
amino acids was selected. A maximum of two missed cleavages was allowed; the ‘match
between runs’ option was turned on. Carbamidomethylation (Cys) was set as fixed modifica-
tion, while Oxidation (Met) and N—acetylation at the protein N-terminus were defined as var-
iable modifications. For peptide and protein identifications a minimum false discovery rate
(FDR) of 1% was required. The results from the MaxQuant analysis were then bioinformati-
cally processed using Perseus. Reverse hits from the search were subsequently removed from
the list of identified proteins, as well as common lab contaminants and proteins that were only
identified by a single modified peptide and that were not detected with at least 1 unique
peptide.

Replicates (n = 3) of each condition were annotated to two separate groups (wild-type and
mutant). Proteins containing at least two valid LFQ values in at least one group were then fur-
ther selected. To handle the problem of missing (LFQ) intensity values following log, transfor-
mation, NaN entries in the list were replaced by imputation with values from the far left of a
normal distribution of all LFQ values determined in the entire data set (down shift 1.8,
width = 0.3). Statistical significance of differential expression was then assessed by a two sam-
ple Student’s t-test (p = 0.05) comparing wild-type and mutant groups.

Supporting information

S1 Data. Excel spreadsheet containing numerical values used to generate graphs statistical
analysis for Figs 1F, 2A, 2C, 3B, 3D, 3E, 3G, 5A, 5C, 5E, 6A, 6B, 6E, 6F, 61, 7A, 7C, 7E, 7H,
S1B, S2B, $4B, S5A, S5B, S5C, S6C and S7.

(XLSX)

S1 Table. List of potential interactors of L2 during mitosis. The label-free semi-quantitative
mass spectrometry and statistical analysis were performed as described in material and meth-
ods. Columns: iBAQ (intensity based absolute quantification) represents the total intensities

divided by the number of theoretical peptides, i.e. a value proportional to the molar quantities
of a protein, thereby providing a rough estimate of the abundance of a protein in each sample.
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MS/MS count references the total sequenced events for a peptide. Score refers to the Androm-
eda score for the best associated MS/MS spectrum. The 47 potential cellular interactors of L2
were individually depleted in HeLa cells with three independent siRNA followed by HPV16
infectivity assays or L2 CAA with two siRNAs in HeLa Kyoto_H2B-mCherry_L2-GFP cells,
with (—) at least 50% reduction, (1) at least 50% increase, ¢: no significant phenotype, n.d.:
not determined. Candidates exhibited 50% reduction in both assays for at least two siRNAs.
(TIFF)

S1 Fig. Impact of RanBP10 on L2 interaction, HPV16 infection, and L2 localization. (A)
Caveolinl-HA, L2-WT-3x-HA, and L2-RTR313EEE-3xHA were individually expressed in
mitotic HEK293 cells to perform immunoprecipitation assay. Caveolinl-HA was used as a
negative control. Endogenous RanBP10 and HA-tag were detected by western blotting. (B)
RNAi of RanBP10 in HeLa cells using different amounts of siRNA was followed by
HPV16-PsV infection for 48 hours. Infectivity was scored by flow cytometry based on the per-
centage of the cells expressing GFP. The infectivity was normalized to control siRNA trans-
fected cells and depicted as relative (rel.) infection. The protein expression level of RanP10
upon siRNA knockdown was analyzed by Western Blotting. (C) HeLa cells were co-transfected
with HA-RanBP10 and/or L2-GFP expressing plasmids. Nucleus was stained with Hoechst-
33258. Images were acquired with LSM800 in 700 nm single slices. Images were presented in
single median slices.

(TIF)

S2 Fig. SRRF microscopy analysis of vVDNA/MT association. (A) Co-localization of incom-
ing vDNA and MTs. HeLa cells were infected with EdU-labelled HPV16 and arrested in mito-
sis. Cells were stained for vDNA and alpha-tubulin (MTs). Cells were analyzed by SRRF
microscopy as described in material and methods. (B) Quantification of co-localized vDNA
with MTs in the super-resolved images. Data represents the average of three independent
experiments £SD.

(TIF)

$3 Fig. Golgi fragmentation and vesiculation were not affected upon knockdown of
RanBP10 and KPNA2. (A) HeLa cells during mitosis stained for endogenous RanBP10,
KPNA2, and DNA. (B) HeLa cells with RanBP10 or KPNA2 depletion via RNAi were infected
with EdU-labelled HPV16. After 20 h.p.i, cells synchronized in mitosis were fixed and stained
with anti-Giantin antibody and Hoechst-33258 to visualize Golgi and mitotic chromosomes.
The incoming vDNA labelled with EAU was detected by EAU Click-iT chemistry. Images were
acquired by confocal microscopy. Images represent single median slices.

(TIF)

S4 Fig. Impact of MT depolymerization on delivery of vDNA to mitotic chromatin. Noco-
dazole at the different indicated concentrations was used to interfere with MT polymerization.
(A) HeLa Kyoto cells were infected with EdU-labelled HPV 16 treated with nocodazole at the
indicated concentrations two hours prior to mitosis in synchronized cells. Mitotic cells were
fixed and vDNA was stained with EdU-Click-iT chemistry. Host DNA was stained with
Hoechst-33258 to indicate mitotic chromosomes. Depicted are single confocal slices. (B)
Quantification of co-localized vDNA signals with mitotic chromatin upon nocodazole treat-
ments. At least 35 cells were analyzed in three independent experiments. The error bars indi-
cate the SD. n.s.: not significant. (C) HeLa Kyoto cells were treated with nocodazole at the
indicated concentrations two hours prior to mitosis in synchronized cells. Mitotic cells were
fixed and MTs were stained with an alpha-tubulin antibody. Host DNA was stained with
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Hoechst-33258 to indicate mitotic chromosomes. Depicted are single confocal slices.
(TIF)

S5 Fig. Interference with dynein function affects HSV-1 and HPV16 infectivity. EHNA or
ciliobrevin D was used to inhibit dynein-mediated transport. HeLa Kyoto cells were treated
with EHNA (A) or ciliobrevin D (B) one hour prior to and during HSV-1-GFP infection. The
infectivity was scored based on the percentage of the cells expressing GFP with flow cytometry.
The infectivity was normalized to DMSO-treated cells as relative infection. (C) Infection of
WT and DYNLL2 CRISPR/Cas9 knockout (KO) HeLa cells. The infectivity was scored based
on the percentage of the cells expressing GFP with flow cytometry. The infectivity was normal-
ized to DMSO treated cells as relative infection.

(TIF)

S6 Fig. RNAi of DYNLT?3 interferes with mitotic chromatin association not through stall-
ing HPV16 in endosomal compartments. (A) HeLa Kyoto cells treated with siRNA against
DYNLTS3 or control were infected with EdU-labelled HPV16 and arrested in pro-metaphase as
in Fig 2B. Mitotic cells were fixed and vDNA was stained with EdU-Click chemistry. Host
DNA was stained with Hoechst-33258 to indicate mitotic chromosomes. Depicted are single
confocal slices. (B) HeLa Kyoto cells treated with siRNA against DYNLT3 or control were
infected with EdU-labelled HPV16 for 20h. Cells were fixed and vDNA was stained with EAU
Click-iT chemistry, and endosomes with an antibody against LAMP1. Host DNA was stained
with Hoechst-33258 to indicate cell nuclei. Depicted are single confocal slices. (C) Quantifica-
tion of co-localized vDNA with cell nuclei or LAMP1 using IMARIS. More than 35 cells were
analyzed in three independent experiments, error bars indicate the SD.

(TIF)

S7 Fig. Efficiency of RNA interference in mRNA level. RNAi was performed on HeLa cells
as described in materials and methods. The total RNA was extracted with RNA extraction kit
from Qiagen (RNeasy kit), and reverse transcription was performed with poly-T primer. Real-
time PCR was used to detect the mRNA level of RNAi target protein, as well as GAPDH for
normalization. All samples were normalized to control siRNA transfected cells to obtain rela-
tive mRNA expression levels. RNAi experiments were performed individually three times.
(TIF)
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