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Abstract: In autosomal dominant polycystic kidney disease (ADPKD) with germline mutations in a
PKD1 or PKD2 gene, innumerable cysts develop from tubules, and renal function deteriorates. Second-
hit somatic mutations and renal tubular epithelial (RTE) cell death are crucial features of cyst initiation
and disease progression. Here, we use established RTE lines and primary ADPKD cells with disease-
associated PKD1 mutations to investigate genomic instability and DNA damage responses. We found
that ADPKD cells suffer severe chromosome breakage, aneuploidy, heightened susceptibility to
DNA damage, and delayed checkpoint activation. Immunohistochemical analyses of human kidneys
corroborated observations in cultured cells. DNA damage sensors (ATM/ATR) were activated but did
not localize at nuclear sites of damaged DNA and did not properly activate downstream transducers
(CHK1/CHK2). ADPKD cells also had the ability to transform, as they achieved high saturation
density and formed colonies in soft agar. Our studies indicate that defective DNA damage repair
pathways and the somatic mutagenesis they cause contribute fundamentally to the pathogenesis
of ADPKD. Acquired mutations may alternatively confer proliferative advantages to the clonally
expanded cell populations or lead to apoptosis. Further understanding of the molecular details of
aberrant DNA damage responses in ADPKD is ongoing and holds promise for targeted therapies.

Keywords: ADPKD; DNA damage repair; checkpoint; PKD1; PKD2; CHK1; CHK2; ATM

1. Introduction

Autosomal dominant polycystic kidney disease (ADPKD) is the most common genetic
disorder that leads to chronic and end-stage kidney disease. Innumerable cysts form
progressively in all parts of the nephron and at different rates in different patients, even
those within the same pedigree [1,2]. Initiation of cyst formation in ADPKD is attributed
to functional inactivation of polycystin-1 or -2 due to a PKD1 or PKD2 mutation. The
“two-hit” model first proposed by Reeders in 1992 suggests that each cyst arises from
the inactivation of both copies of a PKD gene. This involves a germline mutation as the
primary event and a subsequent acquired somatic mutation within the epithelial cells
lining the cyst [3]. Microdissection studies of individual cysts from PKD patients have
supported this model by revealing additional somatic mutations in the PKD1 or PKD2
genes [4]. Significantly, these secondary mutations, within the clonal epithelial cells that line
individual cysts, differ from the primary germline mutation and are unique in individual
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cysts from the same patient. These findings indicate that increased mutation rate in tubular
cells is a prominent feature of ADPKD. Notably, renal tubular cells exhibit an accelerated
rate of spontaneous mutations compared to other somatic cells [5,6]. Renal tubular cells of
individuals carrying PKD1 or PKD2 mutations are likely more susceptible to DNA damage
and aberrant apoptosis, which in turn facilitates spontaneous, cyst-initiating “second-
hit” mutations in genes that include PKD1 and PKD2. However, a “third hit” appears
necessary for cyst formation. This “third hit” is primarily environmental rather than strictly
genetic. Cyst formation is observed during tubulogenesis or following specific injuries that
necessitate cellular mitosis (for a comprehensive review, refer to [7,8]). These observations
suggest that impairment in DNA damage response (DDR) pathways and aberrant mitosis
play crucial roles in ADPKD development. Further evidence supporting the involvement
of aberrant DDR in PKD formation arises from studies demonstrating that Pkd1+/− mice
experience more PKD after ischemia/reperfusion injury, a controlled form of oxidative
injury in vivo. These factors strongly indicate impaired injury-repair mechanisms [9,10].

In previous investigations utilizing the comet assay, a technique also known as single-
cell gel electrophoresis, peripheral blood lymphocytes from ADPKD patients, when com-
pared to lymphocytes from normal individuals, exhibited significantly higher mean comet
tail lengths, indicating abnormally fragmented genomic DNA. This effect was observed
before and after exposure to low-dose irradiation (0.5 Gy) [11]. The underlying mecha-
nism behind this abnormal DNA damage-response phenotype in ADPKD, however, has
not been explored or explained in detail. In this study, we present compelling evidence
demonstrating that cells genetically predisposed to ADPKD owing to PKD gene mutations
are uniquely defective in repairing DNA. They exhibit severe chromosome breakage, aneu-
ploidy, impairments in the DNA damage response (DDR) pathway, delayed checkpoint
responses, compromised DNA repair processes, persistence of DNA damage breaks, and,
ultimately, a distinctive transforming phenotype.

2. Results
2.1. Severe Chromosome Breakage in ADPKD Cells

Thorough examination of metaphase chromosomes obtained from immortalized ep-
ithelial cells from various kidney regions and skin fibroblasts of individuals with clinically
evident ADPKD revealed the presence of multiple microchromosomes (Figure 1A). In
contrast, control cells consisting of immortalized normal diploid renal tubular epithelial
cells exhibited minimal chromosomal abnormalities of this nature (Figure 1B). The occur-
rence of multiple microchromosomes typically arises due to the accumulation of over 100
unrepaired DNA breaks before a cell enters the mitotic phase [12–14]. Severe breaks in
chromosomes prepared from ADPKD cells (Figure 1B) support this reported phenomenon
or pathogenic requirement. Detailed examination of individual chromosomes from the
human RTEs showed that more than 50% of mitotic nuclei derived from ADPKD cells
displayed multiple chromosome breaks; in contrast, only 3% were observed in similarly im-
mortalized diploid renal tubular epithelial HK2 cells (Figure 1C,D). These findings strongly
indicate that ADPKD cells are inefficient in repairing DNA breaks.
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with Giemsa. (A) A representative chromosome spread of multiple microchromosomes from a 

1096Sk cell was observed. These indicate the presence of chromosomal abnormalities. (B) Percent-

ages of cells containing multiple microchromosomes were determined by analyzing more than 200 

spreads from each cell line. (C,D) Chromosome breaks were evident in ADPKD cells. (C) Examples 

of chromosomes in Giemsa-stained mitotic spreads from HK2 and WT9-12 ADPKD cells. Numerous 

chromosome breaks can be seen (indicated by arrows). (D) The percentages of cells with zero, one, 

or more than one chromosome break per cell were determined. A total of 100 chromosome spreads 

were examined for HK2, 100 for WT9-7, and 99 for WT9-12. These findings demonstrate the presence 

of severe chromosome breakage in ADPKD cells, as indicated by the high frequency of multiple 

microchromosomes and the presence of chromosome breaks in mitotic spreads. 

2.2. Genomic Instability in ADPKD Cells 
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Figure 1. Severe chromosome breakage in ADPKD cells. (A,B) Diploid HPV16 E6/E7 transformed
renal tubular epithelial cells (HK2) [15], SV40-T antigen transformed ADPKD renal tubular epithelial
cells (WT9-7, WT9-12) [16], and untransformed ADPKD skin fibroblast cells CCD-1096Sk (ATCC-
CRL2129) (1096Sk) were treated with nocodazole (0.4 µg/mL) to enrich the population of mitotic
cells. Free chromosomes were released from the lysed cells and then dispersed and stained with
Giemsa. (A) A representative chromosome spread of multiple microchromosomes from a 1096Sk
cell was observed. These indicate the presence of chromosomal abnormalities. (B) Percentages of
cells containing multiple microchromosomes were determined by analyzing more than 200 spreads
from each cell line. (C,D) Chromosome breaks were evident in ADPKD cells. (C) Examples of
chromosomes in Giemsa-stained mitotic spreads from HK2 and WT9-12 ADPKD cells. Numerous
chromosome breaks can be seen (indicated by arrows). (D) The percentages of cells with zero, one,
or more than one chromosome break per cell were determined. A total of 100 chromosome spreads
were examined for HK2, 100 for WT9-7, and 99 for WT9-12. These findings demonstrate the presence
of severe chromosome breakage in ADPKD cells, as indicated by the high frequency of multiple
microchromosomes and the presence of chromosome breaks in mitotic spreads.

2.2. Genomic Instability in ADPKD Cells

Given the apparent deficiency in DNA break repair in ADPKD cells, we investigated
the consequences of unrepaired DNA damage on chromosome morphology. We hypoth-
esized that if cells fail to properly arrest their division cycles, allowing double-strand
breaks (DSBs) or other forms of damaged DNA to be transmitted to daughter cells, then
subsequent homologous chromatid pairing would be disrupted. This in turn would lead
to gross mutations and chromosomal abnormalities. To test this hypothesis, we examined
mitotic chromosome spreads to explore the occurrence of chromosome rearrangements
in ADPKD cells. Notably, ring chromosomes were observed frequently in chromosomes
prepared from ADPKD cells (Figure 2) but were exceptionally rare in normal cells. To
confirm the occurrence of chromosome fusions, we further investigated the centromere
and telomere regions of numerous chromosomes. We used human CREST autoimmune
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serum [17], which specifically binds to proteins associated with the centromere region,
and telomere repeat binding factor 1 (TRF1) [18], which binds to telomeric DNA, to label
the centromeres and telomeres of the chromosomes (Figure 2B). Centromere regions were
frequently absent in chromosomes carrying PKD1 mutations (Figure 2B, upper panels,
indicated by red arrows). Moreover, chromosome fusions were common, as manifest by
the presence of TRF1 at locations that should correspond to centromeres (Figure 2B, lower
panels, indicated by green arrows). Fluorescence in situ hybridization (FISH) analysis
using a telomeric DNA probe was performed to confirm the instability of telomere regions.
This analysis revealed the absence of telomeric DNA at the ends of chromosomes prepared
from ADPKD cells and its detection in inappropriate positions, such as the central regions
of chromosomes. Our observations in mitotic figures strongly suggest the occurrence of
complex chromosome rearrangements in ADPKD cells (Figure 2C, indicated by arrows).
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Figure 2. Genomic instability in ADPKD cells. (A) Representative examples of fusion chromo-
somes were observed in primary ADPKD 597A cells. The enlarged insets highlight the fusion of
chromosome ends into rings. (B) Immunocytochemical staining reveals evidence of chromosome
fusion/deletion at centromere and telomere regions. CREST autoimmune sera marked centromeres,
while an anti-telomere repeat binding factor 1 (TRF1) antibody labeled telomeres. Representative
images are displayed. In each cell type, the lack of CREST antigen in the sister chromatid is indicated
by the red arrow, and the green arrow marks the presence of TRF1 outside the telomere region.
(C) Altered telomeres in ADPKD cells. Chromosome spreads were analyzed using fluorescence in
situ hybridization (FISH) with a red fluorescence-labeled telomere probe. Representative images
from 597A and 1096Sk cells are presented. The white arrows indicate the loss of one telomere in
multiple ADPKD cell chromosomes. (D) In situ examination of HK2, 597A, and 1096Sk cells using
fluorescent-labeled DNA probes for Smith–Magenis (17P11.2, proximal to centromere, green) and
Miller–Diek-r/ILS (17P13.3, proximal to telomere, red) regions of chromosome 17. Following fluores-
cence in situ hybridization (FISH) staining, nuclei were counterstained with DAPI. Representative
examples from 1096Sk cells are shown. Aberrant numbers of green or red dots within individual
nuclei are evident.
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We conducted further FISH analysis to validate the occurrence of chromosome rear-
rangements in ADPKD cells. Probes targeting the Smith–Magenis region (17P11.2, located
close to the centromere) and the Miller–Diek-r/ILS region (17P13.3 near the telomere) of
human chromosome 17 were utilized. These regions typically appear in normal cells as
two dots representing the two alleles (Figure 2D). In ADPKD cells, however, we frequently
observed abnormalities in the hybridization patterns. These abnormalities included the
presence of only one allele (single dot) or more than two alleles (multiple dots) hybridizing
to either the centromere (green) or telomere (red) region. These results strongly indi-
cate the occurrence of chromosome rearrangements, such as loss or loss accompanied by
amplification, in ADPKD cells.

2.3. Defective DNA Damage Response in ADPKD Cells

Severe chromosome breakage and chromosome rearrangement strongly indicate the
presence of defective DNA damage responses and/or impaired DNA repair mechanisms
in ADPKD cells. To investigate whether ADPKD cells exhibit defective DNA damage
responses, we assessed their ability to activate known checkpoint pathways in response
to DNA damage induced by UV or gamma irradiation. For this analysis, we utilized an
antibody specific to the phosphorylated histone H2A variant X (γ-H2AX), a marker for
DNA breaks that allows reliable detection of damaged DNA [19]. Initially, we examined
DNA damage events in untreated ADPKD cells. Many untreated ADPKD cells exhibited
γ-H2AX foci, whereas such detection was rare in wild-type cells. This finding suggests that
DNA damage occurs at higher-than-regular rates in ADPKD cells, indicating a potential
impairment in their DNA damage-response mechanisms.

To investigate the response of ADPKD cells to DNA damage, we examined the acti-
vation of essential DNA damage-response sensor proteins, ATM and ATR [20], as well as
the phosphorylation of cell cycle checkpoint kinases Chk1 and Chk2 [21], using Western
blotting analysis. In normal cells, ATM, ATR, CHK1, and CHK2 are activated through
phosphorylation at specific residues (Ser1981 for ATM, Ser428 for ATR, Ser345 for CHK1,
and Thr68 for CHK2), and their activation in response to DNA damage can be detected
using phospho-specific antibodies.

We found that ATM and ATR activations remained intact after DNA damage in
ADPKD cells (Figure 3). The more distal checkpoint protein kinases, CHK1 and CHK2,
however, failed to be activated in ADPKD cells, in contrast to their normal activation in the
HK2 diploid RTEs used as controls. Although the Western blotting analysis detected S-1981
phosphorylation and activation of ATM in ADPKD cells, the accumulation of ATM at
nuclear foci, which are sites of damaged DNA, was not detectable in these same cells after
treatment with ionizing radiation (IR) (Figure 3C). Therefore, even the upstream sensing
event of complete and timely ATM recruitment appears to be aberrant in ADPKD cells in
response to the stress of IR-induced DNA damage.

WT9-7 and WT9-12 are human renal tubular epithelial cell lines carrying PKD1 mu-
tations [16]. These cell lines were initially established through immortalization using the
simian virus 40 (SV40) T antigen, a viral oncoprotein [22]. Since SV40 T antigen has been
shown to interfere with the proper activation of DNA damage checkpoints [23], the use of
virally transformed cells introduces a theoretical concern regarding the unwanted effects of
the oncoprotein, separate from the effects arising from the underlying PKD1 mutations.

To try to separate the potential influence of the T antigen on the checkpoint defects we
observed in WT9-7 and WT9-12 cells from the more relevant effects of the underlying PKD
gene mutations and polycystin protein abnormalities, we performed similar experiments
in primary, untransformed ADPKD cells. We first established a line of untransformed
RTE cells called 597A. These cells were cultured from a nephrectomy specimen from an
individual with late-stage ADPKD and could be propagated for up to six passages. Targeted
sequencing conducted by a commercial lab (Athena Diagnostics, Worcester, MA, USA)
determined the unique genetic variant in these cells to be a C11390G transversion in exon
39 of PKD1. This transversion results in a missense mutation (Ala3727Pro) in one of the
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transmembrane regions of polycystin-1 which is not found in the PKD foundation or LOVO
global virome data banks.
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Figure 3. DNA damage-response defect and failure of checkpoint activation in transformed ADPKD
cells. (A,B) Phosphorylation-dependent activation of ATM and ATR, but not CHK1 or CHK2, in
response to DNA damage. One hour after exposure to ionizing radiation (IR, A) or ultraviolet
radiation (UV, B), ADPKD cells exhibited phosphorylation-mediated activation of ATM at Ser1987 (A)
and ATR at Ser428 (B). However, phosphorylation-dependent activation of CHK1 at Ser345 (B) and
CHK2 at Tyr68 (A) was not observed in the same ADPKD cells. p84 was included as a loading control.
(C) Failure of IR to induce ATM nuclear foci (IRIF) in ADPKD cells. One hour after IR, cells were
fixed and immunostained with anti-phospho-S1987-ATM or anti-γH2AX antibodies. γH2AX nuclear
foci, which indicate DNA damage sites [19], were detected in both HK2 and WT9-7 ADPKD cells. In
contrast, ATM IRIF were observed in HK2 cells but not in WT9-7 cells. Representative microscopic
fields and the mean percentages of cells (± SEM) in each condition containing nuclei with more than
five IRIF are shown. Over 200 cells were examined and scored in three separate experiments. The
presence of γH2AX nuclear foci in untreated WT9-7 cells is worth noting; it indicates spontaneous
DNA damage in these ADPKD cells.

Initial observations in 597A cells were similar to those in WT9-7 and WT9-12 cells.
Following exposure to ionizing radiation, IRIF of ATM failed to be detected within 1 h,
although phosphorylated ATM (S1987) was detected by Western blotting shortly after irra-
diation (Figure S1A). Unlike WT9-7 (Figure 3C) and WT9-12 cells, however, phosphorylated
ATM in 597A cells was localized in the cytoplasm (Figure 4A). Similar results were obtained
in 1096Sk (Figure S1B).



Int. J. Mol. Sci. 2024, 25, 2936 7 of 18

Int. J. Mol. Sci. 2024, 25, 2936 7 of 18 
 

 

in one of the transmembrane regions of polycystin-1 which is not found in the PKD foun-
dation or LOVO global virome data banks.  

Initial observations in 597A cells were similar to those in WT9-7 and WT9-12 cells. 
Following exposure to ionizing radiation, IRIF of ATM failed to be detected within 1 h, 
although phosphorylated ATM (S1987) was detected by Western blotting shortly after ir-
radiation (Figure S1A). Unlike WT9-7 (Figure 3C) and WT9-12 cells, however, phosphor-
ylated ATM in 597A cells was localized in the cytoplasm (Figure 4A). Similar results were 
obtained in 1096Sk (Figure S1B). 

  
Figure 4. Delayed checkpoint activation in primary ADPKD cells. (A) HK2 and 597A cells were left 
untreated or exposed to γ-radiation (IR, 10 Gy). Cells were then fixed at the indicated time points 
and immunostained with primary antibodies against phosphorylated ATM-S1981 and phosphory-
lated CHK2-T68. Representative microscopic fields are shown. (B,C) Comparative graphs depicting 
the time courses of activated ATM-S1897-P and activated CHK2-T68-P in nuclear foci after IR in 
renal cells (HK2 and 597A) over 0–3 h (panel (B)) and in skin fibroblasts (986Sk and 1096Sk) over 0-
6 h (panel (C)). As described in the legend for Figure 3, more than 200 cells of each type were ana-
lyzed for nuclei containing > 5 IRIF. The percentages of cells (±SEM) were determined from three 
independent experiments for each time point. (D) M-phase checkpoint analysis. HK2 and 597A cells 
were treated with IR at time zero, then fixed at hourly intervals and stained with anti-phospho-H3 
antibodies. G2/M phase cells were identified as those positive for phospho-H3. The percentages of 
positively stained cells (±SEM) were scored from more than 400 cells per cell line in duplicate exper-
iments. (E) Hypersensitivity of ADPKD cells to IR. HK2 and 597A cells were exposed to the indi-
cated doses of IR. Twenty-four hours after IR, surviving cells were determined by the exclusion of 
trypan blue. The percentages of surviving cells were compared to control cells that were not irradi-
ated. 
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597A cells and by 6 h after IR in 1096Sk cells, nearly 100% of the cells did exhibit ATM IRIF 

Figure 4. Delayed checkpoint activation in primary ADPKD cells. (A) HK2 and 597A cells were left
untreated or exposed to γ-radiation (IR, 10 Gy). Cells were then fixed at the indicated time points and
immunostained with primary antibodies against phosphorylated ATM-S1981 and phosphorylated
CHK2-T68. Representative microscopic fields are shown. (B,C) Comparative graphs depicting the
time courses of activated ATM-S1897-P and activated CHK2-T68-P in nuclear foci after IR in renal
cells (HK2 and 597A) over 0–3 h (panel (B)) and in skin fibroblasts (986Sk and 1096Sk) over 0-6 h
(panel (C)). As described in the legend for Figure 3, more than 200 cells of each type were analyzed for
nuclei containing > 5 IRIF. The percentages of cells (±SEM) were determined from three independent
experiments for each time point. (D) M-phase checkpoint analysis. HK2 and 597A cells were treated
with IR at time zero, then fixed at hourly intervals and stained with anti-phospho-H3 antibodies.
G2/M phase cells were identified as those positive for phospho-H3. The percentages of positively
stained cells (±SEM) were scored from more than 400 cells per cell line in duplicate experiments.
(E) Hypersensitivity of ADPKD cells to IR. HK2 and 597A cells were exposed to the indicated doses
of IR. Twenty-four hours after IR, surviving cells were determined by the exclusion of trypan blue.
The percentages of surviving cells were compared to control cells that were not irradiated.

To investigate whether phosphorylated ATM correctly enters the nuclei and marks
DNA damage sites over time, we exposed cells to ionizing radiation (IR). We then fixed
them at different points in time after IR treatment. In 597A and 1096Sk cells, the appearance
of ATM immunoreactive foci (ATM IRIF) was significantly delayed. By 3 h after IR in
597A cells and by 6 h after IR in 1096Sk cells, nearly 100% of the cells did exhibit ATM
IRIF (Figures 4A,B and S1B). Activation of CHK2 also exhibited a similar temporal delay,
coinciding with the formation of ATM IRIF (Figure 4A,B). It is important to note that this
delayed DNA damage response is not specific to kidney epithelial cells; ADPKD skin
fibroblasts also displayed a similar delay in the formation of ATM IRIF compared to normal,
untransformed human skin fibroblasts (Figures 4C and S1B).

This delay in the typical DNA damage response may explain the observed failure of
proper cell cycle arrest in 597A cells. These cells failed to arrest at the G2/M phase after IR
treatment (Figure 4D) and exhibited increased sensitivity to the lethal effect of IR compared
to HK2 cells that were treated identically (Figure 4E).
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2.4. DNA Damage in Autosomal Dominant Polycystic Kidneys

The abnormal localization of checkpoint proteins may explain the severe chromosome
breaks observed in cultured ADPKD cells. However, it is essential to determine if this
phenotype is an artifact of in vitro culture. To extend our findings beyond cultured cells,
we examined DNA checkpoint activation, unrepaired DNA, and resulting chromosome
damage in ADPKD using human kidney specimens. We employed immunohistochemistry
(IHC) to assess DNA damage in situ in 14 formalin-fixed, paraffin-embedded ADPKD
nephrectomy samples.

Initially, we used antibodies that specifically recognize 8OHdG (indicative of oxidative
lesions) and anti-γ-H2AX (indicative of DNA breaks) [19,24,25]. All samples exhibited
numerous characteristic foci of 8OHdG and γ-H2AX in the nuclei of tubular epithelial cells,
including cells lining both histologically normal tubules and those lining cysts (Figure 5A,B
and Table 1). These IHC results indicate the presence of severe DNA damage in RTEs in
advanced-stage kidneys removed from patients with ADPKD.
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Figure 5. DNA damage and defective response in ADPKD kidneys. Sections from formalin-fixed,
paraffin-embedded ADPKD nephrectomy specimens were immunostained with anti-8OHdG, anti-
γH2AX, anti-CHK2-T68P, anti-CHK1-S345P, and anti-ATM-S1987P antibodies (all shown), as well as
with anti-ATR, anti-Mre11, anti-NFBD1/MDC1, anti-53BP1, and anti-pSQ antibodies. Representative
microscopic fields are displayed. Punctate nuclear staining with 8-OHdG antibodies (A) and γH2AX
antibodies (B) can be observed. However, there is minimal or no specific nuclear staining for phospho-
rylated CHK2-T68P (C) or cytosolic staining for phosphorylated ATM-S1987P (D), phosphorylated
CHK1-S345P (E), or phosphorylated CHK2-T68P (F). Staining results are summarized in Table 1.

Next, we performed IHC on histologic sections from the same tissues using antibodies
that reliably detect activated ATM, ATR, CHK1, CHK2 (Figure 5C–F), and other human
DNA damage-sensing and repair-pathway proteins. Consistent with the observations in
cultured ADPKD cells, the activation of checkpoint proteins appeared to be impaired in the
affected cells (Figure 5C–F and Table 1). These in situ staining results validate the findings
in cultured cells and provide further support for a broader problem in ADPKD—namely,
the failure of the normal DNA damage response leading to excessive unrepaired DNA.

ADPKD kidney sections were subjected to immunohistochemistry staining using
antibodies against various DNA damage-response/repair proteins. The staining targets
included early-response sensor proteins, activated ATM, ATR, and Nek1, mediators such
as MDC1/NFBD1 and 53BP1, repair proteins including Mre11, NBS, and Rad50, and
checkpoint proteins, as well as activated CHK1, CHK2, and ATM substrates (pSQ).
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Table 1. Summary of Immunohistochemistry Staining Results in ADPKD Kidney Sections.

Subcelluar Localization Nuclear with Foci Nuclear (No Foci) Cytolytic Nuclear+ Cytosolic Undetectable

γH2AX 14/14 0/14 0/14 0/14 0/14

ATMS1981P 1/14 0/14 12/14 1/14 0/14

ATR 0/14 0/14 11/14 3/14 0/14

pSQ 0/14 0/14 2/14 12/14 0/14

CHK1S345P 2/14 0/14 9/14 1/14 2/14

CHK2T68P 2/14 0/14 6/14 2/14 4/14

MDC1/NFBD1 9/14 5/14 0/14 0/14 0/14

53BP1 14/14 0/14 0/14 0/14 0/14

Mre11 3/14 0/14 5/14 1/14 5/14

2.5. DNA Breaks Persist in ADPKD Cells

To investigate whether the abnormalities in DNA damage response and checkpoint
control directly contribute to the defective DNA repair observed in ADPKD, we examined
the DNA repair ability of relatively normal diploid renal tubular epithelial (RTE) cells
(HK2) and ADPKD cells after low-dose ionizing radiation (IR). We utilized γ-H2AX nuclear
foci as an indicator of DNA break repair in the cells, scoring such foci at different time
points following DNA damage.

One hour after IR, both HK2 and ADPKD cells displayed γ-H2AX immunoreactive
foci (IRIF), indicating the presence of DNA breaks in both cell types (Figure 6A,B). However,
24 h after IR, HK2 cells successfully repaired their DNA breaks, resulting in the absence of
γ-H2AX nuclear foci. In contrast, WT9-7 and WT9-12 ADPKD cells failed to repair the DNA
breaks, with nearly 100% still exhibiting γ-H2AX nuclear foci even 24 h after exposure to
a very low dose of IR (1 Gy). Similar observations were made in primary 597A ADPKD
cells, which were never immortalized with any viral oncoprotein. Following a slightly
higher dose of IR (2.5 Gy), almost 100% of all 597A cells still displayed γ-H2AX foci after
24 h, indicating their failure to repair damaged DNA (Figure 6C). On individual cell nuclei,
24 h after low-dose IR (1 Gy), we performed comet assays, to further confirm our findings.
ADPKD cells exhibited significantly longer and denser comet moments, which indicate
fragmented DNA. These results provide additional evidence of excessive and unrepaired
DNA double-strand breaks (DSBs) (Figures 6D,E and S2).

These results demonstrate that non-lethal DNA damage persists for an unusually long
time after IR in ADPKD cells, indicating the cell’s compromised ability to repair DNA
breaks. This defective DNA repair is consistent with the abnormalities observed in DNA
damage response and checkpoint control pathways in ADPKD, and further highlights the
underlying DNA repair deficiency in ADPKD cells.

2.6. Transforming Phenotypes of ADPKD Cells

The defective DNA damage response and repair observed in ADPKD cells raise the
possibility that they may exhibit other characteristics commonly found in cells with defec-
tive DNA repair, like cancer cells. To explore this hypothesis, we investigated additional
growth characteristics, such as loss of contact inhibition and increased saturation density,
in ADPKD cells and wild-type control cells.

Control HK2 cells displayed a significantly lower saturation density (0.9 × 105/cm2)
compared to the two ADPKD cell lines, WT9-12 (5.5 × 105/cm2) and WT9-7 (2.8 × 105/cm2)
(Figure 7A). The observed phenotypes in ADPKD cells prompted us to explore other
features associated with neoplastic behavior. A reliable indicator of the ability of cells to
form tumors in vivo is their capacity for anchorage-independent colony formation in soft
agar. Therefore, we employed the soft agar assay to assess the ability of ADPKD cell lines
(WT9-12 and WT9-7) to form colonies without attachment to plastic. Normal RTE cell
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lines (human HK2 and monkey BS-C1) served as negative controls, while human renal
cell carcinoma (RCC) cell lines (786-O and A498) served as positive controls. Cells were
seeded into soft agar, and their ability to form colonies was evaluated. Like RCC cells,
ADPKD cells formed colonies in the soft agar, indicating anchorage-independent growth.
In contrast, normal cells exhibited poor growth in the same assay (Figure 7B,C). These
findings suggest that ADPKD cells can acquire a transformed phenotype.
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Figure 6. Excessive and persistent DNA damage in ADPKD cells. (A) HK2 and ADPKD cells were
either left untreated or exposed to low dose of γ-radiation (IR, 1 Gy). After 1 or 24 h, cells were
fixed and immunostained with a primary antibody against γH2AX and an Alexa 594 red-tagged
secondary antibody. Representative microscopic fields are presented. (B,C) Histograms illustrating
the mean percentages of nuclei (±SEM) with more than five nuclear IRIF (ionizing radiation-induced
foci) before and at different time points following irradiation (1 Gy or 2.5 Gy). The histograms were
generated from two independent experiments, with more than 200 cells analyzed per time point.
(D) Representative examples of single cells subjected to alkaline gel electrophoresis and stained with
SYBR Green to visualize fast-migrating, damaged DNA in the “comet” tails (Comet Assay™) [26,27].
(E) Histograms depicting the quantification of the composite measurement of relative comet tail
length, density, and fraction of total DNA in the tail, collectively referred to as “comet tail moment”.
The values were normalized to the control (untreated cells).

Although renal cell carcinoma with metastatic potential is probably not more common
in ADPKD patients than in the general population with chronic kidney disease [28,29],
several reports have documented a high incidence of renal adenomas and carcinomas in
nephrectomy and autopsy specimens from ADPKD patients [30–33]. Our thorough exami-
nation of the 14 ADPKD nephrectomy specimens showed multiple adenomas, predomi-
nantly exhibiting papillary characteristics, in most of these late-stage polycystic kidneys
(Figure 7D). This observation and similar findings reported by other researchers further
support our claim that ADPKD cells are prone to transformation.

These findings suggest that ADPKD cells exhibit features associated with transformed
or neoplastic behavior, such as increased saturation density, anchorage-independent growth,
and renal adenomas. These characteristics may arise due to the defective DNA repair
mechanisms observed in ADPKD cells, indicating potential implications for developing
renal tumors in ADPKD patients.
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Figure 7. Transformed phenotypes in ADPKD. (A) Growth properties of HK2 and ADPKD (WT9-
7, WT9-12) cells were assessed. Cells were cultured until confluence and then cultured for two
more weeks. While no further proliferation was observed in wild-type HK cells, ADPKD cells
grew beyond monolayers, forming piled structures. Representative cell morphology immediately
before harvest is shown in the photographs. The saturation density of cells was quantified as the
number of cells per cm2 on the plates. (B,C) Anchorage-independent growth of ADPKD cells in
soft agar was evaluated. Equal numbers of unclumped cells (high density = 1 × 105/60 mm dish;
low density = 2 × 105/60 mm dish) were seeded in duplicate dishes containing 0.367% agar. Total
colony numbers were counted after 21 days, and representative colonies were photographed. The
scale bar represents 200 µm in (B). Histograms depict the neoplastic colony formation of human
ADPKD cells, which equal or exceed the colony formation of established renal cell carcinoma lines
(786-O and A498). Monkey BS-C1 and human HK2 renal tubular cells served as negative controls.
(D) Multiple papillary adenomas are commonly found within cysts of ADPKD. Representative
photomicrograph is displayed at low magnification (20×).Arrow points to the morphology similar to
clear cell renal cell carcinoma.

3. Discussion

This study presents compelling evidence that severe DNA breakage, impaired DNA
damage response, and impaired DNA damage-repair mechanisms are important pathogenic
mechanisms in the generation or progression of autosomal dominant polycystic kidney
disease. While the early DNA damage-response protein kinases, ATM and ATR, show
intact activation in ADPKD cells, as indicated by the detection of specific phosphorylation
events upon activation, the downstream checkpoint protein kinases, such as CHK1 and
CHK2, fail to activate as expected. Furthermore, we observed a delay in the localization
of activated ATM at DNA damage sites in ADPKD cells, which correlated with the de-
layed activation of CHK2. These abnormalities in propagating DNA damage sensing have
significant implications: ADPKD cells exhibit compromised DNA repair capabilities, as
evidenced by severely damaged DNA that persists over time. In contrast, normal kidney
epithelial cells exhibit minimal or undetectable damaged DNA.

Interestingly, the presence of damaged DNA is not solely attributed to external factors
such as exposure to ionizing radiation (IR) or ultraviolet (UV) light. Instead, our findings
indicate that damaged DNA is a spontaneous phenomenon in ADPKD renal tubular cells.
It occurs and recurs during cell proliferation. These findings shed light on the underlying
mechanisms contributing to the accumulation of DNA damage in ADPKD cells and suggest
a potential link between defective DNA repair and the pathogenesis of ADPKD. Further
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investigation is required to elucidate the precise molecular mechanisms underlying these
abnormalities and their implications for the development and progression of ADPKD.

The discovery of excessive DNA damage in ADPKD cells, even without specific
external damage such as radiation, aligns with the findings of a previous study investi-
gating DNA stability in lymphocytes from ADPKD patients and healthy individuals [11].
Compared to age-matched healthy controls, lymphocytes from ADPKD patients exhibited
higher levels of spontaneous DNA damage. These results, combined with our findings in
renal and skin cells, suggest that the DNA instability observed in ADPKD is not limited to
a specific tissue type. Instead, the aberrant DNA damage responses and defective DNA
repair mechanisms in ADPKD likely arise from the impaired function of polycystin-1/2,
which we propose to be directly or indirectly involved in the DNA damage-repair pathway.
This suggests a broader impact of polycystin dysfunction on genomic stability and high-
lights the need for further investigations to elucidate the specific mechanisms underlying
these observations.

The kidneys are particularly affected in patients with germline mutations in PKD1 or
PKD2, which can be attributed to several factors. One possible reason is that the kidneys
are organs responsible for filtering toxins from the body. Various common and toxic insults,
such as exposure to intravenous contrast, ischemia/reperfusion injury, and a high-fat/high-
salt Western-type diet, can lead to increased production of reactive oxygen species (ROS)
or oxygen free radicals in the kidneys. These ROS can cause damage to renal epithelial
cells through multiple mechanisms, leading to necrosis or apoptosis. If DNA damage is not
repaired properly or in a timely manner, then some cells may not survive when they divide.
Other cells with less lethal DNA damage might acquire advantages in proliferation, such
that they clonally expand. Several studies have shown that cells lining individual cysts in
kidneys from humans with ADPKD are indeed clonal, and that the second ”hit” beyond
the original PKD1 or PKD2 gene mutation is different within the same kidney [4,6]. Severe
injury can result in mitochondrial dysfunction, ATP depletion, cytoskeleton disruption, cell
polarity loss, impaired directional solute transport, lipid peroxidation, DNA damage, and
other detrimental effects.

Animal models of ADPKD have provided insights into the development of cysts,
which require cellular proliferation and inactivation of genes involved in ADPKD dur-
ing embryonic or neonatal kidney development or in response to injury and repair pro-
cesses [34]. However, if the proteins involved in ADPKD are conditionally inactivated after
complete kidney maturation, and if the adult kidneys remain uninjured to the extent that
renal cells are not forced to undergo division, the development of cysts is rare. In animal
models of PKD, ischemia/reperfusion injury, which represents in vivo oxidative injury and
includes oxidative DNA damage, has been shown to exacerbate PKD [35]. This observation
strongly supports the idea that oxidative DNA damage contributes to the progression of
PKD. Overall, the susceptibility of the kidneys to phenotypic manifestations in PKD may
be attributed to their role in toxin filtration, the generation of ROS in response to toxic
injuries, and the complex interplay between cellular proliferation, gene inactivation, and
injury/repair processes.

Although genomic instability is a hallmark of cancer, the relationship between PKD
and cancer has yielded conflicting findings in various studies. Clinical studies conducted
on patients after renal transplantation have shown that the incidence of renal cell carci-
noma (RCC) is not significantly increased in ADPKD patients compared to non-ADPKD
patients [36–38]. One recent study by the US Transplant Registry even reported a de-
creased incidence of RCC in kidney transplant recipients with ADPKD compared to recipi-
ents whose end-stage kidney disease was caused by other types of tubule-interstitial and
glomerular disease [39]. It is important to note that these studies primarily focused on the
post-transplantation period, and that the evaluation of cancer incidence before renal trans-
plantation was not performed. The conclusions drawn from these studies could be limited
by the inability to control for the effects of immunosuppression following transplantation.
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Immune suppression can have significant and unpredictable effects on the initiation and
progression for RCC, in both its clear-cell and papillary types.

One large-scale clinical study conducted in Taiwan involving 4346 ADPKD patients
and 4346 non-ADPKD patients focused on cancer without the influence of transplant im-
munosuppression. It revealed a higher incidence of cancer in ADPKD patients, particularly
liver, colon, lung, and kidney cancer [40]. Notably, these organs are involved in removing
toxic waste from the body, which may result in increased exposure to genomic insults.
When considering the defective DNA damage response and repair mechanisms observed
in our present study, it is plausible to suggest that the higher incidence of cancer found in
ADPKD patients compared to non-ADPKD patients could be attributed to compromised
DNA repair mechanisms when patients have underlying germline PKD1 or PKD2 muta-
tions. The conflicting studies regarding cancer incidence in patients with ADPKD, when
taken along with our findings, highlight the complex relationship between PKD, genomic
instability, and cancer incidence. Further research to elucidate the underlying mechanisms
and to understand better the interplay between PKD, DNA damage response, and cancer
development is needed.

In the DNA-damage-checkpoint control system, four main components are involved:
sensors, mediators, transducers, and effectors [41]. Sensors are responsible for recognizing
DNA damage and initiating subsequent events. Critical sensors include ATM, ATR, Nek1
protein kinases, and the RFC/PCNA-related Rad17-RFC/9-1-1 complex. Mediators interact
with sensors and transducers to ensure specific signal transduction. Some examples of
mediators are 53BP1, NFBD1/MDC1, BRCA1, and claspin. Transducers, such as CHK1 and
CHK2, are phosphorylated by ATM or ATR, enabling them to activate downstream effectors
involved in cell cycle arrest (p53 and cdc25) and DNA repair (such as Mre11/NBS/Rad50).
These effectors directly activate checkpoint control and DNA damage-repair mechanisms.
In our analysis of human clinical specimens, we examined the expression of sensors (ATM,
ATR, Nek1), mediators (53BP1, MDC1), transducers (CHK1, CHK2), and effectors (Mre11).
We found excessive DNA damage in all the samples, as evidenced by the formation of
γH2AX nuclear foci. While the tested sensors (ATM/ATR) were activated, they failed to
localize to the DNA damage sites (at nuclear foci). Instead, almost all clinical samples
showed activated ATM and ATR localized in the cytosol, suggesting a possible defect in the
transportation of ATM and ATR to the nuclei in ADPKD. This finding implies that DNA
damage signaling initiates in the cytosol and then transduces to the nucleus.

In contrast to ATM/ATR, the sensor protein Nek1 and its interacting protein 53BP1
were translocated into nuclear foci in most clinical samples. Notably, despite 53BP1 activa-
tion, CHK1 and CHK2 transducers were not activated in most samples. Additionally, the
downstream effector Mre11 was absent in nuclear foci in most samples, with nearly half
showing undetectable levels of Mre11. Genes involved in DNA damage response (DDR)
pathways have been shown to be upregulated in ADPKD [42]. However, the localization
of these proteins was not at the DNA damage sites, providing a plausible explanation for
the failure of DNA repair observed in ADPKD cells. This failure may contribute to the
accumulation of DNA breaks in ADPKD cells.

DDR pathways have emerged as a promising therapeutic target in autosomal dominant
polycystic kidney disease (ADPKD) [43]. Notably, applying pharmaceutical ATM inhibitors
for treating ADPKD cells in vitro has demonstrated encouraging results [44]. Insights from
an animal model featuring altered loci for both PKD1 and ATM (Pkd1RC/RC/Atm+/− or
Pkd1RC/RC/Atm−/−) revealed no discernible alteration in the progression of cystic kidney
disease, even at the age of 6 months [44]. This finding substantiates our observation that
the dysfunctional ATM signaling resulting from altered PC1 function challenges ATM’s
viability as a potential therapeutic target for ADPKD.

Our investigation sheds light on a potential mechanism that may explain the height-
ened occurrence of spontaneous mutations particularly in renal tubular cells compared with
most other somatic cells [5,6]. Notably, despite the heterozygosity for PKD1 in WT9-7 and
the homozygosity in WT9-12, both cell lines exhibited identical defects in DDR pathways,
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indicating haploid insufficiency of polycystin-1. Further details to explain how mutations
in PKD1 contribute to defective DDR pathways necessitate further exploration. Studies in
this direction are ongoing because understanding these mechanisms is crucial for advanc-
ing our knowledge of ADPKD pathogenesis—and for targeted therapeutic interventions
beyond the antihypertensive and vasopressin-2 receptor antagonists, they are the best
current pharmaceutical agents to slow the progressive decline of renal function in patients
with ADPKD.

In summary, we have uncovered evidence suggesting that individuals with autosomal
dominant polycystic kidney disease (ADPKD) heterozygotes have haploinsufficiency, and
with it an impaired capacity to repair DNA damage. This compromised repair state
essentially constitutes the second hit, making nullification of the remaining wild-type
more likely than usual—and different in each unique cyst within a polycystic kidney.
Interestingly, our findings suggest that both the second and third hits required for full
manifestation of renal cysts and progressive renal dysfunction may stem from similar
threats. Kidney tubular cells, because of their high metabolic rates and constant filtration
functions, face unique challenges. This “third hit” may manifest in various forms beyond
just the need for cell division that has been shown in mouse models with inactivated Pkd1
genes [8]. For instance, compromised repair mechanisms, as observed in conditions like
diabetes mellitus, disrupt cellular metabolic homeostasis, leading to dysregulated DNA
repair pathways and subsequent genomic instability [27]. Other unique environmental
factors, such as the high NaCl-induced exclusion of Mre11 from the nucleus, pose additional
hurdles for tubular epithelial cells [45]. Furthermore, hazardous substances like BPA, which
are filtered by the kidneys and concentrated in tubular filtrate, pose heightened risks to
individuals with compromised repair capacity [46]. Therefore, our observation of defective
DNA damage response (DDR) in ADPKD not only sheds light on disease development
but also identifies pertinent harmful factors. This insight provides potential avenues for
improved care aimed at delaying the progression of ADPKD.

4. Materials and Methods

Cell culture. Human proximal renal tubular epithelial cells (HK2, WT9-7, and WT9-12),
as well as skin fibroblasts (CCD-986Sk and CCD-1096Sk), were obtained from the American
Type Tissue Collection (Rockville, MD, USA). Both CCD-986Sk and CCD-1096Sk represent
untransformed skin fibroblasts originating from a normal (CCD-986Sk) or distinct ADPKD
patient (CCD-1096Sk). The mutations identified in CCD-1096Sk include variants at the
PKD1 locus (A2427G—T1739R, T12039C—L3943P) and the PKD2 locus (G149C—R28P).
These cells were cultured in a 1:1 mixture of Ham’s F-12 and Dulbecco’s modified Eagle
medium, supplemented with 25 mM HEPES, 10% fetal bovine serum, and antibiotics.
The ADPKD 597A cells were established from cortical fragments of a fresh nephrectomy
specimen obtained from a female patient with chronic kidney disease stage 5. The pa-
tient’s kidneys were removed before a pre-emptive kidney transplant. The procedure for
establishing primary renal tubular epithelial (RTE) cells has been previously described [47].
The primary RTE cells, used in passage 2 to 4, were cultured in the same medium as the
HK2 cells.

Ionizing and ultraviolet radiation. Cells were exposed to γ-irradiation using Cesium
40 as the radiation source at a 116 cGy/min rate. The irradiation process was carried out
under controlled conditions. Cells were washed with phosphate-buffered saline (PBS)
twice and exposed to UV irradiation to remove any external contaminants. Subsequently,
the cells were placed inside a UV crosslinker (Stratagene, La Jolla, CA, USA). The dose of
UV irradiation was carefully monitored using a UV meter to ensure accurate measurement
and control of the UV dose applied to the cells. This step helped maintain consistency and
reproducibility in the experimental procedure.

Antibodies. Rabbit polyclonal anti-Nek1 antibodies, which have been previously
described and thoroughly characterized [47], were utilized in this study. To detect p84
protein, the monoclonal antibody 5E10 was purchased from GeneTex (Irvine, CA, USA).
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To detect phosphorylated ATM at serine 1981 (S1987 in mouse), antibodies were obtained
from Rockland Immunochemicals (Gilbertsville, PA, USA). Antibodies against γ-H2AX,
phosphorylated L-S/T-Q, phosphorylated Chk1 at serine 345, phosphorylated Chk2 at
threonine 68, phosphorylated ATR at serine 428, histone H3, and phosphorylated serine
10 of histone H3 were also obtained from Cell Signaling Technology (Danvers, MA, USA).
These antibodies were used to facilitate the detection and analysis of specific proteins and
phosphorylation events in the experimental samples.

Immunoblot analysis. To extract cellular proteins, cells suspended in Lysis 250 buffer
underwent three freeze/thaw cycles alternating between liquid nitrogen (−196 ◦C) and a
37 ◦C water bath. Subsequently, the samples were centrifuged at 14,000 rpm for 2 min at
room temperature, following a previously established protocol [48].

Scoring for immunofluorescent nuclear foci at sites of DNA damage. A cell was
considered positive for immunofluorescent nuclear foci (IRIF) if it exhibited a minimum of
5 distinct fluorescent dots per nucleus. To determine the percentage of nuclei positive for
IRIF, the number of nuclei displaying five or more IRIF was divided by the total number of
nuclei stained with DAPI in the corresponding microscopic fields. This method has been
previously validated and described extensively in publications [49], providing a reliable
and standardized approach for quantifying IRIF in the experimental analysis.

Mitotic checkpoint. RTE cells were exposed to γ-irradiation at a dose of 4 Gy. Sub-
sequently, the cells were fixed and subjected to immunostaining using anti-phospho-H3
antibodies at various time points following irradiation. Images of the cells were captured
using a fluorescence microscope, and the numbers of phospho-H3-positive cells were
quantified as percentages of the total cell counts.

Chromosome spreads and breaks. Cycling cells were exposed to colchicine (1 µg/mL,
from Sigma, St. Louis, MO, USA) for 30 min at 37 ◦C. Following this treatment, all cells,
including those present in the supernatant, were collected by trypsinization. The collected
cells were then subjected to swelling in a solution of 75 mM KCl for 15 min at 37 ◦C.
Subsequently, the cells were fixed using a freshly prepared mixture of methanol and acetic
acid in a ratio of 3:1. The resulting fixed cells were used to prepare chromosome slides,
and these slides were stained with Giemsa for visualization. To analyze chromosome
breaks, cells were first incubated with hydroxyurea (0.1 µM, from Sigma) for 24 h before the
colchicine treatment. This experimental setup allowed for the examining of chromosome
structure and evaluating chromosome breakage in response to the combined treatments.

Immunohistochemistry. Human kidney samples for immunohistochemistry (IHC)
analysis were obtained either during organ implantation/revascularization or at the time
of removal. The collected specimens were fixed by immersion in 10% neutral buffered
formalin overnight. Following fixation, the samples underwent a series of dehydration
steps and were embedded in paraffin. Thin sections measuring three µm thickness were
prepared from the paraffin-embedded tissue blocks. These sections were stained with
Meyer’s hematoxylin and eosin reagents to visualize the cellular morphology.

Sections of kidney tissue measuring four µm were deparaffinized on slides, using
Histoclear (National Diagnostics, Atlanta, GA, USA) for immunohistochemical staining
and rehydrated through a series of graded ethanol solutions. The sections were then treated
with 0.05% saponin (Sigma) in distilled water (ddH2O), followed by blocking with 10%
normal goat serum for 30 min at room temperature. Primary antibodies were added to
the sections and incubated overnight at 4 ◦C. After thorough washing with phosphate-
buffered saline (PBS), biotin-labeled secondary antibodies specific to rabbit IgG were
applied, followed by the application of an immuno-peroxidase-based ABC (avidin-biotin
complex) development kit (Vector Laboratories, Burlingame, CA, USA). Color development
was achieved, and the sections were counterstained with methyl green to visualize the
nuclei. Our Institutional Review Board specifically approved using excess or discarded,
deidentified human kidney specimens.

Comet Assay. Cultured cells were subjected to the Comet assay’s single-cell gel
electrophoresis (SCGE) under alkaline conditions [50,51]. The CometAssay™ kit from
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Trevigen, Inc. (Gaithersburg, MD, USA) was utilized for this purpose. Nuclei within the
cells were stained with SYBR Green and analyzed using a Zeiss fluorescence microscope
with a digital camera. Multiple random fields were photographed to capture the nuclei.

For each experimental condition, more than 90 individual nuclei were examined.
Various parameters such as comet tail length, intensity, percentage of DNA in the tail
relative to the head, and the tail area were measured for each nucleus. These measurements
were used to calculate tail moments and olives, indicators of DNA damage, using the
CometScore™ 1.5 software (available at http://autocomet.com/products_cometscore.php
(accessed on 20 August 2020)). The calculated comet tail moments were normalized to
the control group, which refers to the mean tail moment of wild-type cells without any
exposure to ionizing radiation (IR). The results were presented in histograms as fold
increases compared to the control group, indicating the extent of DNA damage.

5. Conclusions

Our findings strongly support the notion that the complete and timely activation of the
DNA damage signaling pathway relies on the proper functioning of various components,
including sensors, mediators, transducers, and downstream effectors responsible for cell
cycle arrest and DNA damage repair. Importantly, our results highlight the involvement
of PC1/PC2 in the DNA damage response and repair pathway. Understanding the pre-
cise roles of PC1/PC2 in DNA damage repair could hold significant therapeutic potential
for treating or preventing ADPKD progression. Further investigation in this area is war-
ranted to unravel the molecular mechanisms underlying the contribution of PC1/PC2 to
DNA damage repair and to explore potential therapeutic strategies targeting this pathway
in ADPKD.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ijms25052936/s1.

Author Contributions: Conceptualization, P.-L.C., D.J.R. and Y.C.; methodology, P.-L.C. and Y.C.;
investigation, C.-F.C., H.Y.-H.L. and D.J.R.; data curation, P.-L.C., Y.C. and D.J.R.; writing—original
draft preparation, Y.C.; writing—review and editing, P.-L.C.; acquisition, Y.C. and P.-L.C. All authors
have read and agreed to the published version of the manuscript.

Funding: This research was funded by NIH (RO1-DK067339) to Y.C.

Institutional Review Board Statement: Our research involving using excess or discarded biopsy or
nephrectomy tissues from humans for research purposes has been granted an exemption from the
Institutional Review Board (IRB) protocol requirement. Approved date: 10 January 2024.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data is contained within the article and Supplementary Materials.

Acknowledgments: This work was initiated at University of Texas Health Science at San Antonio,
Texas, and completed at University of California, Irvine.

Conflicts of Interest: The authors declare no conflicts of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript; or
in the decision to publish the results.

References
1. Harris, P.C.; Torres, V.E. Polycystic Kidney Disease. Ann. Rev. Med. 2009, 60, 321–337. [CrossRef]
2. Grantham, J.J.; Geiser, J.L.; Evan, A.P. Cyst formation and growth in autosomal dominant polycystic kidney disease. Kidney Int.

1987, 31, 1145–1152. [CrossRef]
3. Reeders, S.T. Multilocus polycystic disease. Nat. Genet. 1992, 1, 235–237. [CrossRef] [PubMed]
4. Qian, F.; Watnick, T.J.; Onuchic, L.F.; Germino, G.G. The molecular basis of focal cyst formation in human autosomal dominant

polycystic kidney disease type I. Cell 1996, 87, 979–987. [CrossRef] [PubMed]
5. Martin, G.M.; Ogburn, C.E.; Colgin, L.M.; Gown, A.M.; Edland, S.D.; Monnat, R.J., Jr. Somatic mutations are frequent and increase

with age in human kidney epithelial cells. Hum. Mol. Genet. 1996, 5, 215–221. [CrossRef] [PubMed]

http://autocomet.com/products_cometscore.php
https://www.mdpi.com/article/10.3390/ijms25052936/s1
https://www.mdpi.com/article/10.3390/ijms25052936/s1
https://doi.org/10.1146/annurev.med.60.101707.125712
https://doi.org/10.1038/ki.1987.121
https://doi.org/10.1038/ng0792-235
https://www.ncbi.nlm.nih.gov/pubmed/1338768
https://doi.org/10.1016/S0092-8674(00)81793-6
https://www.ncbi.nlm.nih.gov/pubmed/8978603
https://doi.org/10.1093/hmg/5.2.215
https://www.ncbi.nlm.nih.gov/pubmed/8824877


Int. J. Mol. Sci. 2024, 25, 2936 17 of 18

6. Pei, Y. A “two-hit” model of cystogenesis in autosomal dominant polycystic kidney disease? Trends Mol. Med. 2001, 7, 151–156.
[CrossRef]

7. Harris, P.C.; Rossetti, S. Molecular diagnostics for autosomal dominant polycystic kidney disease. Nat. Rev. Nephrol. 2010, 6,
197–206. [CrossRef]

8. Takakura, A.; Contrino, L.; Zhou, X.; Bonventre, J.V.; Sun, Y.; Humphreys, B.D.; Zhou, J. Renal injury is a third hit promoting
rapid development of adult polycystic kidney disease. Hum. Mol. Genet. 2009, 18, 2523–2531. [CrossRef]

9. Luyten, A.; Su, X.; Gondela, S.; Chen, Y.; Rompani, S.; Takakura, A.; Zhou, J. Aberrant regulation of planar cell polarity in
polycystic kidney disease. J. Am. Soc. Nephrol. 2010, 21, 1521–1532. [CrossRef]

10. Patel, V.; Li, L.; Cobo-Stark, P.; Shao, X.; Somlo, S.; Lin, F.; Igarashi, P. Acute kidney injury and aberrant planar cell polarity induce
cyst formation in mice lacking renal cilia. Hum. Mol. Genet. 2008, 17, 1578–1590. [CrossRef]

11. Li, M.; Qin, S.; Wang, L.; Zhou, J. Genomic instability in patients with autosomal-dominant polycystic kidney disease. J. Int. Med.
Res. 2013, 41, 169–175. [CrossRef]

12. Llorente, B.; Smith, C.E.; Symington, L.S. Break-induced replication: What is it and what is it for? Cell Cycle 2008, 7, 859–864.
[CrossRef]

13. Morgan, W.F.; Corcoran, J.; Hartmann, A.; Kaplan, M.I.; Limoli, C.J.; Ponnaiya, B. DNA double-strand breaks, chromosomal
rearrangements, and genomic instability. Mutat. Res. 1998, 404, 125–128. [CrossRef]

14. Kaye, J.A.; Melo, J.A.; Cheung, S.K.; Vaze, M.B.; Haber, J.E.; Toczyski, D.P. DNA breaks promote genomic instability by impeding
proper chromosome segregation. Curr. Biol. 2004, 14, 2096–2106. [CrossRef]

15. Ryan, M.J.; Johnson, G.; Kirk, J.; Fuerstenberg, S.M.; Zager, R.A.; Torok-Storb, B. HK-2: An immortalized proximal tubule
epithelial cell line from normal adult human kidney. Kidney Int. 1994, 45, 48–57. [CrossRef] [PubMed]

16. Loghman-Adham, M.; Nauli, S.M.; Soto, C.E.; Kariuki, B.; Zhou, J. Immortalized epithelial cells from human autosomal
dominantpolycystic kidney cysts. Am. J. Physiol. Renal Physiol. 2003, 285, 397–412. [CrossRef] [PubMed]

17. Shoji, I.; Takagi, T.; Kasukawa, R. Anti-centromere antibody and CREST syndrome in patients with primary biliary cirrhosis.
Intern Med. 1992, 31, 1348–1355. [CrossRef] [PubMed]

18. Broccoli, D.; Smogorzewska, A.; Chong, L.; de Lange, T. Human telomeres contain two distinct Myb-related proteins, TRF1 and
TRF2. Nat. Genet. 1997, 17, 231–235. [CrossRef] [PubMed]

19. Sharma, A.; Singh, K.; Almasan, A. Histone H2AX phosphorylation: A marker for DNA damage. Methods Mol. Biol. 2012, 920,
613–626.

20. Blackford, A.N.; Jackson, S.P. ATM, ATR, and DNA-PK: The Trinity at the Heart of the DNA Damage Response. Mol. Cell 2017, 66,
801–817. [CrossRef] [PubMed]

21. Giglia-Mari, G.; Zotter, A.; Vermeulen, W. DNA Damage Response. Cold Spring Harb. Perspect. Biol. 2010, 3, a000745. [CrossRef]
22. Nauli, S.M.; Rossetti, S.; Kolb, R.J.; Alenghat, F.J.; Consugar, M.B.; Harris, P.C.; Ingber, D.E.; Loghman-Adham, M.; Zhou, J. Loss

of polycystin-1 in human cyst-lining epithelia leads to ciliary dysfunction. J. Am. Soc. Nephrol. 2006, 17, 1015–1025. [CrossRef]
23. Hein, J.; Boichuk, S.; Wu, J.; Cheng, Y.; Freire, R.; Jat, P.S.; Roberts, T.M.; Gjoerup, O.V. Simian virus 40 large T antigen disrupts

genome integrity and activates a DNA damage response via Bub1 binding. J. Virol. 2009, 83, 117–127. [CrossRef]
24. Gutteridge, J.M.; West, M.; Eneff, K.; Floyd, R.A. Bleomycin-iron damage to DNA with formation of 8-hydroxydeoxyguanosine

and base propenals. Indications that xanthine oxidase generates superoxide from DNA degradation products. Free Radic. Res.
Commun. 1990, 10, 159–165. [CrossRef]

25. Loft, S.; Fischer-Nielsen, A.; Jeding, I.B.; Vistisen, K.; Poulsen, H.E. 8-Hydroxydeoxyguanosine as a urinary biomarker of oxidative
DNA damage. J. Toxicol. Environ. Health 1993, 40, 391–404. [CrossRef]

26. Chen, Y.; Che, P.L.; Chen, C.F.; Jiang, X.; Riley, R.D. Never-in-mitosis related kinase 1 functions in DNA damage response and
checkpoint control. Cell Cycle 2008, 7, 3194–3201. [CrossRef] [PubMed]

27. Zhong, A.; Chang, M.; Yu, T.; Gau, R.; Riley DJChen, Y.; Chen, P.L. Aberrant DNA damage response and DNA repair pathway in
high glucose conditions. J. Can. Res. Updates 2018, 7, 64–74. [CrossRef] [PubMed]

28. Hajj, P.; Ferlicot, S.; Massoud, W.; Awad, A.; Hammoudi, Y.; Charpentier, B.; Durrbach, A.; Droupy, S.; Benoît, G. Prevalence of
renal cell carcinoma in patients with autosomal dominant polycystic kidney disease and chronic renal failure. Urology 2009, 74,
631–634. [CrossRef] [PubMed]

29. Keith, D.S.; Torres, V.E.; King, B.F.; Zincki, H.; Farrow, G.M. Renal cell carcinoma in autosomal dominant polycystic kidney
disease. J. Am. Soc. Nephrol. 1994, 4, 1661–1669. [CrossRef] [PubMed]

30. Gatalica, Z.; Schwarting, R.; Petersen, R.O. Renal cell carcinoma in the presence of adult polycystic kidney disease. Urology 1994,
43, 102–105. [CrossRef] [PubMed]

31. Konosu-Fukaya, S.; Nakamura, Y.; Fujishima, F.; Kasajima, A.; Takahashi, Y.; Joh, K.; Ikeda, Y.; Ioritani, N.; Watanabe, M.; Sasano,
H. Bilateral papillary renal cell carcinoma and angiomyolipoma in the patients with autosomal dominant polycystic kidney
disease: Case report of two cases and literature review. Pol. J. Pathol. 2013, 64, 303–307. [CrossRef] [PubMed]

32. Nishimura, H.; Ubara, Y.; Nakamura, M.; Nakanishi, S.; Sawa, N.; Hoshino, J.; Suwabe, T.; Takemoto, F.; Nakagawa, M.; Takaichi,
K.; et al. Renal cell carcinoma in autosomal dominant polycystic kidney disease. Am. J. Kidney Dis. 2009, 54, 165–168. [CrossRef]
[PubMed]

33. Sulser, T.; Fehr, J.L.; Hailemariam, S.; Briner, J.; Hauri, D. Papillary renal cell carcinoma associated with autosomal dominant
polycystic kidney disease. Urol. Int. 1993, 51, 164–166. [CrossRef]

https://doi.org/10.1016/S1471-4914(01)01953-0
https://doi.org/10.1038/nrneph.2010.18
https://doi.org/10.1093/hmg/ddp147
https://doi.org/10.1681/ASN.2010010127
https://doi.org/10.1093/hmg/ddn045
https://doi.org/10.1177/0300060513475956
https://doi.org/10.4161/cc.7.7.5613
https://doi.org/10.1016/S0027-5107(98)00104-3
https://doi.org/10.1016/j.cub.2004.10.051
https://doi.org/10.1038/ki.1994.6
https://www.ncbi.nlm.nih.gov/pubmed/8127021
https://doi.org/10.1152/ajprenal.00310.2002
https://www.ncbi.nlm.nih.gov/pubmed/12734101
https://doi.org/10.2169/internalmedicine.31.1348
https://www.ncbi.nlm.nih.gov/pubmed/1284406
https://doi.org/10.1038/ng1097-231
https://www.ncbi.nlm.nih.gov/pubmed/9326950
https://doi.org/10.1016/j.molcel.2017.05.015
https://www.ncbi.nlm.nih.gov/pubmed/28622525
https://doi.org/10.1101/cshperspect.a000745
https://doi.org/10.1681/ASN.2005080830
https://doi.org/10.1128/JVI.01515-08
https://doi.org/10.3109/10715769009149884
https://doi.org/10.1080/15287399309531806
https://doi.org/10.4161/cc.7.20.6815
https://www.ncbi.nlm.nih.gov/pubmed/18843199
https://doi.org/10.6000/1929-2279.2018.07.03.1
https://www.ncbi.nlm.nih.gov/pubmed/30498558
https://doi.org/10.1016/j.urology.2009.02.078
https://www.ncbi.nlm.nih.gov/pubmed/19616833
https://doi.org/10.1681/ASN.V491661
https://www.ncbi.nlm.nih.gov/pubmed/8011975
https://doi.org/10.1016/S0090-4295(94)80278-5
https://www.ncbi.nlm.nih.gov/pubmed/8284867
https://doi.org/10.5114/pjp.2013.39340
https://www.ncbi.nlm.nih.gov/pubmed/24375046
https://doi.org/10.1053/j.ajkd.2009.01.270
https://www.ncbi.nlm.nih.gov/pubmed/19446940
https://doi.org/10.1159/000282536


Int. J. Mol. Sci. 2024, 25, 2936 18 of 18

34. Patel, V.; Chowdhury, R.; Igarashi, P. Advances in the pathogenesis and treatment of polycystic kidney disease. Curr. Opin.
Nephrol. Hypertens. 2009, 18, 99–106. [CrossRef] [PubMed]

35. Bastos, A.P.; Piontek, K.; Silva, A.M.; Martini, D.; Menezes, L.F.; Fonseca, J.M.; Fonseca, I.I.; Germino, G.G.; Onuchic, L.F. Pkd1
haploinsufficiency increases renal damage and induces microcyst formation following ischemia/reperfusion. J. Am. Soc. Nephrol.
2009, 20, 2389–2402, Erratum in J. Am. Soc. Nephrol. 2010, 21, 1062. [CrossRef] [PubMed]

36. Frasca, G.M.; Sandrini, S.; Cosmai, L.; Porta, C.; Asch, W.; Santoni, M.; Salviani, C.; D’Errico, A.; Malvi, D.; Balestra, E.; et al. Renal
cancer in kidney transplanted patients. J. Nephrol. 2015, 28, 659–668. [CrossRef]

37. Jilg, C.A.; Drendel, V.; Bacher, J.; Pisarski, P.; Neeff, H.; Drognitz, O.; Schwardt, M.; Gläsker, S.; Malinoc, A.; Erlic, Z.; et al.
Autosomal dominant polycystic kidney disease: Prevalence of renal neoplasias in surgical kidney specimens. Nephron Clin. Pract.
2013, 123, 13–21. [CrossRef]

38. Wetmore, J.B.; Calvet, J.P.; Yu, A.S.; Lynch, C.F.; Wang, C.J.; Kasiske, B.L.; Engels, E.A. Polycystic kidney disease and cancer after
renal transplantation. J. Am. Soc. Nephrol. 2014, 25, 2335–2341. [CrossRef]

39. Karami, S.; Yanik, E.L.; Moore, L.E.; Pfeiffer, R.M.; Copeland, G.; Gonsalves, G.L.; Hernandez, B.Y.; Lynch, C.F.; Pawlish, K.;
Engles, E.A. Risk of renal cell carcinoma among kidney transplant recipients in the United States. Am. J. Transplant. 2016, 16,
3479–3489. [CrossRef]

40. Yu, T.M.; Chuang, Y.W.; Yu, M.C.; Chen, C.H.; Yang, C.K.; Huang, S.T.; Lin, C.L.; Shu, K.H.; Kao, C.H. Risk of cancer in patients
with polycystic kidney disease: A propensity-score matched analysis of a nationwide, population-based cohort study. Lancet
Oncol. 2016, 17, 1419–1425. [CrossRef]

41. Li, L.; Zou, L. Sensing, signaling, and responding to DNA damage: Organization of the checkpoint pathways in mammalian cells.
J. Cell. Biochem. 2005, 94, 298–306. [CrossRef]

42. Zhang, J.Q.J.; Saravanabavan, S.; Chandra, A.N.; Munt, A.; Wong, A.T.Y.; Harris, P.C.; Harris, D.C.H.; McKenzie, P.; Wang, Y.;
Rangan, G.K. Up-Regulation of DNA Damage Response Signaling in Autosomal Dominant Polycystic Kidney Disease. Am. J.
Pathol. 2021, 191, 902–920. [CrossRef]

43. Zhang, J.Q.J.; Saravanabavan, S.; Munt, A.; Wong, A.T.Y.; Harris, D.C.; Harris, P.C.; Wang, Y.; Rangan, G.K. The role of DNA
damage as a therapeutic target in autosomal dominant polycystic kidney disease. Expert Rev. Mol. Med. 2019, 21, e6. [CrossRef]

44. Zhang, J.Q.J.; Saravanabavan, S.; Rangan, G.K. Effect of Reducing Ataxia-Telangiectasia Mutated (ATM) in Experimental
Autosomal Dominant Polycystic Kidney Disease. Cells 2021, 10, 532. [CrossRef]

45. Dmitrieva, N.I.; Cui, K.; Kitchaev, D.A.; Burg, M.B. DNA double-strand breaks induced by NaCl occur predominantly in gene
deserts. Proc. Natl. Acad. Sci. USA 2011, 108, 20796–20801. [CrossRef]

46. Zhong, A.X.; Chen, Y.; Chen, P.L. BRCA1 the versatile defender: Molecular to environmental perspectives. Int. J. Mol. Sci. 2023,
24, 14276. [CrossRef] [PubMed]

47. Polci, R.; Peng, A.; Chen, P.L.; Riley, A.J.; Chen, Y. NIMA-related protein kinase 1 is involved early in the ionizing radiation-
induced DNA damage response. Cancer Res. 2004, 64, 8800–8803. [CrossRef] [PubMed]

48. Chen, Y.; Riley, D.J.; Zheng, L.; Chen, P.L.; Lee, W.H. Phosphorylation of the mitotic regulator protein Hec1 by Nek2 kinase is
essential for faithful chromosome segregation. J. Biol. Chem. 2002, 277, 49408–49416. [CrossRef] [PubMed]

49. Peng, A.; Chen, P.L. NFBD1, like 53BP1, is an early and redundant transducer mediating Chk2 phosphorylation in response to
DNA damage. J. Biol. Chem. 2003, 278, 8873–8876. [CrossRef] [PubMed]

50. Olive, P.L. Cell proliferation as a requirement for development of the contact effect in Chinese hamster V79 spheroids. Radiat. Res.
1989, 117, 79–92. [CrossRef] [PubMed]

51. Olive, P.L.; Banáth, J.P.; Durand, R.E. Heterogeneity in radiation-induced DNA damage and repair in tumor and normal cells
measured using the “comet” assay. Radiat. Res. 1990, 122, 86–94. [CrossRef] [PubMed]

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

https://doi.org/10.1097/MNH.0b013e3283262ab0
https://www.ncbi.nlm.nih.gov/pubmed/19430332
https://doi.org/10.1681/ASN.2008040435
https://www.ncbi.nlm.nih.gov/pubmed/19833899
https://doi.org/10.1007/s40620-015-0219-8
https://doi.org/10.1159/000351049
https://doi.org/10.1681/ASN.2013101122
https://doi.org/10.1111/ajt.13862
https://doi.org/10.1016/S1470-2045(16)30250-9
https://doi.org/10.1002/jcb.20355
https://doi.org/10.1016/j.ajpath.2021.01.011
https://doi.org/10.1017/erm.2019.6
https://doi.org/10.3390/cells10030532
https://doi.org/10.1073/pnas.1114677108
https://doi.org/10.3390/ijms241814276
https://www.ncbi.nlm.nih.gov/pubmed/37762577
https://doi.org/10.1158/0008-5472.CAN-04-2243
https://www.ncbi.nlm.nih.gov/pubmed/15604234
https://doi.org/10.1074/jbc.M207069200
https://www.ncbi.nlm.nih.gov/pubmed/12386167
https://doi.org/10.1074/jbc.C300001200
https://www.ncbi.nlm.nih.gov/pubmed/12551934
https://doi.org/10.2307/3577279
https://www.ncbi.nlm.nih.gov/pubmed/2913610
https://doi.org/10.2307/3577587
https://www.ncbi.nlm.nih.gov/pubmed/2320728

	Introduction 
	Results 
	Severe Chromosome Breakage in ADPKD Cells 
	Genomic Instability in ADPKD Cells 
	Defective DNA Damage Response in ADPKD Cells 
	DNA Damage in Autosomal Dominant Polycystic Kidneys 
	DNA Breaks Persist in ADPKD Cells 
	Transforming Phenotypes of ADPKD Cells 

	Discussion 
	Materials and Methods 
	Conclusions 
	References

