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Simple Summary: Hypoxia correlates with poor prognosis in several cancer types, including lung
cancer. Prolyl hydroxylase domain proteins (PHDs) belong to an evolutionarily conserved super-
family of dioxygenases that play a role in cell oxygen sensing and homeostasis. In this study, we
evaluated PHD1, PHD2 and PHD3 mRNA expression in 60 NSCLC tumours and compared it to that
in normal lungs and evaluated the prognostic significance of these differences for distinguishing
the survival of NSCLC patients treated with radical surgery. Our results showed that the mRNA
expression PHD1 and PHD2 in NSCLC primary tumours was decreased, which correlated with larger
tumour size and poor prognosis of patients. PHD1 also showed borderline independent prognostic
value in multivariate analysis. In contrast, we found no associations between PHD3 expression
and any of the observed parameters. Our results suggest that loss of PHD1 and PHD2 expression
is associated with the development and progression of NSCLC, whereas PHD1 could be further
assessed as a prognostic marker in NSCLC.

Abstract: Background: Hypoxia correlates with poor prognosis in several cancer types, including
lung cancer. Prolyl hydroxylase domain proteins (PHDs) play a role in cell oxygen sensing, negatively
regulating the hypoxia-inducible factor (HIF) pathway. Our study aim was to evaluate PHD1,
PHD2 and PHD3 mRNA expression levels in primary tumours and normal lungs of non-small-cell
lung cancer (NSCLC) patients and to correlate it with selected regulators of HIF signalling, with
clinicopathological characteristics and overall survival (OS). Methods: Tumour tissue samples were
obtained from 60 patients with surgically resected NSCLC who were treated with radical surgery. In
22 out of 60 cases, matching morphologically normal lung tissue was obtained. PHD1, PHD2 and
PHD3 mRNA expressions were measured using RT-qPCR. Results: The PHD1 and PHD2 mRNA
levels in primary tumours were significantly decreased compared to those in normal lungs (both
p < 0.0001). PHD1 and PHD2 expression in tumours was positively correlated (rs = 0.82; p < 0.0001)
and correlated well with HIF pathway downstream genes HIF1A, PKM2 and PDK1. Decreased
PHD1 and PHD2 were associated with larger tumour size, higher tumour stage (PHD1 only) and
squamous cell carcinoma. Patients with low PHD1 and patients with low PHD2 expression had
shorter OS than patients with high PHD1 (p = 0.02) and PHD2 expression (p = 0.01). PHD1 showed
borderline independent prognostic values in multivariate analysis (p = 0.06). In contrast, we found
no associations between PHD3 expression and any of the observed parameters. Conclusions: Our
results show that reduced expression of PHD1 and PHD2 is associated with the development and
progression of NSCLC. PHD1 could be further assessed as a prognostic marker in NSCLC.
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1. Introduction

Tumour hypoxia is associated with an aggressive tumour phenotype and metastasis [1,2]
and is a known source of treatment resistance and poor survival in solid malignancies,
including lung cancer [3,4]. Lung cancer is the most commonly diagnosed cancer (11.6% of
total cases) and the main cause of cancer-related mortality (18.4% of total cancer deaths)
worldwide [5]. Non-small-cell lung cancer (NSCLC) represents up to 90% of lung cancer
cases, with a further increase in its proportion within all lung cancer cases expected in
the future [6]. NSCLC represents one among the foremost biologically various cancers,
and studies on NSCLC have led to the acknowledgement of multiple clinically important
genetic subtypes [7,8]. Despite important enhancements in designation and treatment,
approximately two-thirds of patients with lung cancer have locally advanced or metastatic
disease at the time of diagnosis, and also the prognosis patients remains poor, with the
worldwide overall 5-year survival being only 10–20% [9]. Prognostic staging of lung cancer
now includes both anatomic factors (TNM classification) and tumour-specific biological
markers [10,11].

Prolyl hydroxylase domain proteins (PHDs) belong to an evolutionarily conserved
superfamily of dioxygenases that play a role in cell oxygen sensing and homeostasis [12].
The family comprises at least three prolyl hydroxylase isoenzymes, PHD1, PHD2 and
PHD3 [13]. PHDs play an important role in the regulation of the hypoxia-inducible factor
(HIF) pathway, hydroxylating HIF in normal oxygen conditions, which leads to proteasome-
mediated degradation of HIF proteins. Under hypoxic conditions, the hydroxylase activity
of the PHD enzymes is inhibited, leading to stabilization of HIF and activation of target
genes [14]. HIF1α isoform, in particular, regulates the metabolism of glucose, promoting
glycolysis and inhibiting oxygen-dependent metabolism of glucose [15]. Due to their
performance as inhibitors of HIF stability, PHDs have been projected to function as tumour
suppressors in several cancer types [16,17]. Lending support to this theory, decreased PHD2
expression in cancer cells was associated with faster tumour growth and angiogenesis [18],
whereas increased expression of PHD1 inhibited tumour growth [19] in mouse models of
colon cancer.

The data regarding the expression of PHDs in lung cancer are scarce and contradictory.
The results of a recent study performed in cellular models of lung cancer have shown
that the establishment of hypoxia in NSCLC cell lines resulted in a significant decrease
in PHD3 protein expression, whereas inhibition of PHD3 resulted in enhanced viability,
migration and invasion potential of cancer cells [20]. Giatromanolaki et al. [21] studied the
expression of PHDs in lung cancer with immunohistochemical (IHC) staining of 73 NSCLC
primary tumour and 10 normal lung samples. All three PHD isoforms were strongly
expressed in normal lungs, whereas 24 (32.9%), 33 (45.2%), and 36 (49.3%) NSCLC samples
had high expression of PHD1, PHD2, and PHD3, respectively. Additionally, the FIH
(factor-inhibiting HIF) group of enzymes was largely coexpressed with PHDs. Chen et al.
examined PHD mRNA expression by quantitative reverse transcription PCR (RT-qPCR)
in 62 paired normal and NSCLC samples. The results of this study indicated that the
mRNA expression of PHDs, especially PHD3, was much higher in lung cancer tissue than
in adjacent normal tissue; increased expression of PHD1, PHD2 and PHD3 occurred in
53 (85.5%), 48 (77.4%), and 59 (95.2%) NSCLC patient samples, respectively, compared
with paired adjacent normal tissue samples. Conversely, in this study, low PHD3 was
associated with higher clinical stage and poor differentiation of tumours [22]. Considering
these data, PHD expression in lung cancer has not yet been fully explained and deserves
further evaluation.
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The aim of our study was to evaluate PHD1, PHD2 and PHD3 mRNA expression
levels in primary tumours and normal lung tissue of surgically resected NSCLC patients
and to correlate their expression with selected regulators of HIF signalling and with
clinicopathological characteristics and overall survival of NSCLC patients who were treated
with radical surgery.

2. Materials and Methods
2.1. Study Population and Collection of Samples

Tumour tissue samples were obtained from 60 consecutive patients with surgically
resected NSCLC who were treated in a routine clinical setting at the University Clinic
of Respiratory and Allergic Diseases Golnik from 2012 to 2014. All patients received
radical surgery, while neoadjuvant and adjuvant platinum-based chemotherapy was per-
formed according to the guidelines valid at that time [23]. In 22 out of 60 cases, matching
morphologically normal lung tissue was obtained. None of the patients had any other
malignancies. All patients had pathologically confirmed NSCLC and were diagnosed,
treated, and followed by standard clinical practice at University Clinic Golnik. Tissue
samples were collected immediately after surgery by an experienced pathologist and histo-
logic diagnosis was decided based on microscopic characteristics according to the WHO
classification. Normal lung tissue was sampled in the same resected lobe as far as possible
from the primary tumour. The noninvolvement of cancer cells in normal tissue samples
was confirmed histologically after hematoxylin and eosin staining. All tissue samples were
stored in RNAlater (Qiagen GmbH, Hilden, Germany) at –40 ◦C till RNA isolation. This
study was approved by the Slovenian National Committee for Medical Ethics (protocol
N◦ 40/04/12). Written informed consent was obtained from each participant before being
included in the study.

2.2. RNA Isolation and cDNA Synthesis

Total RNA from tumour and normal lung tissue samples and A549 cells was isolated
miRNeasy Mini Kit (Qiagen) in line with the manufacturer’s instructions. All RNA samples
were treated with RNase-free DNase (Qiagen) and reverse transcribed to cDNA with high-
capacity cDNA Reverse Transcription Kit (Applied Biosystems, Foster City, CA, USA) as
previously described [23–25].

2.3. RT-qPCR

cDNA was quantified with RT-qPCR (ABI PRISM 7500 Real-Time PCR System; Ap-
plied Biosystems) under standard conditions using TaqMan Fast Advanced Master Mix (Ap-
plied Biosystems). We utilized TaqMan EGLN2 (Hs01091275_m1), EGLN1 (Hs00254392_m1),
and EGLN3 (Hs00222966_m1) assays to quantify PHD1, PHD2 and PHD3 mRNA expres-
sion in primary tumours and normal lungs. TaqMan HIF1A (Hs00153153_m1), PKM2
(Hs00987255_m1) and PDK1 (Hs00176853_m1) were used for quantification of HIF1A,
PKM2 and PDK1 in primary tumours. All measurements were done in triplicate for each
sample, and relative gene expression was analysed using the ∆∆Ct method [26]. Through this
method, the amounts of target gene mRNA were normalized to an endogenous control and
related to a calibrator sample using the formula RQ (sample) = 2−(∆Ct sample−∆Ct calibrator).
Glyceraldehyde-3-phosphate dehydrogenase (GAPDH; 4333764) was used as the endoge-
nous control (Applied Biosystems). All samples with threshold cycles ≥ 38.0 were consid-
ered negative. A549 cells were used as calibrator.

2.4. A549 Cell Culture

Human lung adenocarcinoma (AC)-derived cell line A549 was cultured at 5% CO2
and 37 ◦C in RPMI-1640 medium supplemented with 10% FBS, 2.5 mM L-glutamine and 1%
penicillin-streptomycin (all Sigma, St. Louis, MO, USA). Cells were originally bought from
the European Collection of Authenticated Cell Cultures (ECACC; Public Health England,
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Salisbury, UK) and were verified by STR fingerprinting. For RNA harvest, cells were grown
to confluence, washed with PBS and then RNA was extracted as described in Section 2.2.

2.5. Statistics

Comparisons of PHD1, PHD2 and PHD3 mRNA expression levels between groups
(tumours vs. normal lungs) were evaluated with the Mann–Whitney U test or the Wilcoxon
test, as appropriate. Spearman’s rank correlation coefficient analysis was performed to
determine associations between mRNA expressions. The relationship between the mRNA
expression levels of the PHD1, PHD2 and PHD3 genes and patient characteristics was
evaluated using the Mann–Whitney test. Overall survival (OS) was defined as the period
of time in months from the date of diagnosis to the date of death (event) or last follow-up
(censored data). In the absence of any meaningful or predefined cut-offs, the optimal cut-off
value between low and high PHD mRNA expression levels for this cohort of patients was
set at the lower quartile (Q1). OS was estimated by the Kaplan–Meier methodology, and the
log-rank test was used to compare different categories. The independent prognostic value of
each continuously distributed individual marker was tested in a Cox proportional hazards
regression model. All variables with p ≤ 0.250 in univariate analysis were considered for
and included in the multivariate analysis. A p-value below 0.05 was considered statistically
significant. All reported p-values are two-tailed. All statistical analyses were carried out
using SPSS (version 21, Chicago, IL, USA) and GraphPad Prism software (version 8, San
Diego, CA, USA).

3. Results
3.1. Patient Characteristics

The clinicopathological characteristics of the 60 NSCLC patients included in the study
are presented in Table 1. Thirty-three out of 60 patients (55.0%) were male and the median
age was 61 years (range 42–79 years). The vast majority of patients were current or former
smokers (51/60; 85.0%) and had good performance status (PS) (PS < 2; 58/60; 96.7%).
Of the 60 patients, 35 (58.4%) had adenocarcinoma, and 20 (33.3%) had squamous cell
carcinoma. All patients had limited disease (31/60, 51% pTNM stage I; 16/60, 27% pTNM
stage II, 13/60, 22% pTNM stage III) [25] and were treated with radical surgery. Four out
of 60 patients received neoadjuvant platinum-based chemotherapy before surgery. These
individuals were clinically stage III patients with potentially resectable N2 disease. The
remaining pTNM stage III patients who did not receive neoadjuvant chemotherapy were
diagnosed as resectable single-station N2 disease or were clinically diagnosed as stage I or
stage II disease. Twenty-three out of 60 patients also received adjuvant platinum-based
chemotherapy after surgery.
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Table 1. Clinical and pathological characteristics of 60 non-small-cell lung cancer (NSCLC) patients.

Characteristics NSCLC
N (%)

N◦ of patients 60

Age in years: median (range) 61 (42–79)

Sex
Male 33 (55.0)
Female 27 (45.0)

Smoking history
Yes 51 (85.0)
No 9 (15.0)

Histology
Adenocarcinoma 35 (58.4)
Squamous cell carcinoma 20 (33.3)
Other histotype 5 (8.3)

pTNM stage a

I 31 (51.6)
II 16 (26.7)
III 13 (21.7)

Tumour size
pT1 (<3 cm) 24
pT2 (3–7 cm) 28
pT3 (>7 cm) 8

Lymph node involvement
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3.2. PHD mRNA Levels in NSCLC Primary Tumours and Normal Lungs

The PHD1 and PHD2 mRNA expression in primary tumours of NSCLC patients was
significantly decreased compared to normal lung tissue (both p < 0.0001). The median PHD1
mRNA expression in NSCLC primary tumours was 5.24 (interquartile range 3.44–9.70), and
that in normal lungs was 22.81 (interquartile range 16.83–36.19). The median PHD2 mRNA
expression in NSCLC primary tumours was 3.14 (interquartile range 1.88–4.44), and that in
normal lung tissue was 6.75 (interquartile range 4.49–8.14). In contrast, we did not observe
any differences in PHD3 mRNA expression between NSCLC primary tumour and normal
lung tissues (p = 0.256). The median PHD3 mRNA expression in NSCLC primary tumour
tissue was 11.16 (interquartile range 5.77–18.04), and that in normal lung tissue was 7.88
(interquartile range 5.06–13.52) (Figure 1A).
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Figure 1. mRNA expression of PHD1, PHD2 in PHD3 in primary non-small-cell lung cancer (NSCLC) and normal lung
samples. (A) mRNA expression levels of PHD1, PHD2 and PHD3 in 60 primary NSCLC and 22 normal lung tissue samples.
The horizontal lines represent the median and interquartile range. (B) mRNA expression levels of PHD1, PHD2 and PHD3
in 22 primary NSCLC and matched normal lung tissue samples. PHD mRNA expression levels from the same patient
were combined together, each bar representing the ratio between PHD mRNA level in the primary tumour vs. the adjacent
normal lung. Means of three independent experiments ± SD are shown. (C) PHD mRNA percentage changes in 22 primary
NSCLC compared with matched normal lung tissue samples. PHD mRNA expression levels from the same patient were
combined together, and each dot represents the percentage change in the expression of a specific PHD in tumour compared
with normal lung samples. The horizontal lines represent median values with interquartile ranges.

We also evaluated the mRNA expression of PHDs in 22 pairs of primary NSCLC
tumour and adjacent normal lung tissue samples (tumour/normal lung ratio). Overall,
95.5% (21/22), 81.8% (18/22), and 45.5% (10/22) of samples displayed decreased PHD1,
PHD2 and PHD3 mRNA expression, respectively, compared to adjacent normal lung
tissue samples (Figure 1B). The median percentage change in PHD expression in tumour
compared with paired normal lung samples was −74.9% for PHD1, −60.8% for PHD2 and
+13.7% for PHD3 (Figure 1C).

The investigation of possible associations between the mRNA expression of PHD
genes in primary tumours showed that PHD1 and PHD2 mRNA expression was positively
correlated (rs = 0.82; p < 0.0001), whereas we did not observe any association between
PHD1 and PHD3 (rs = 0.10; p = 0.428) or PHD2 and PHD3 (rs = 0.21; p = 0.112) mRNA
expression (Figure 2).
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and (C) PHD2 and PHD3 mRNA levels.

3.3. Associations between PHD mRNA Levels and HIF Pathway Downstream Targets

We explored whether the different expression levels of PHD1, PHD2 and PHD3
correlated with expression levels of HIF pathway downstream genes, encoding for hypoxia-
inducible factor 1α (HIF1A), pyruvate kinase M2 (PKM2) and pyruvate dehydrogenase
kinase 1 (PDK1). Using Spearman’s rank correlation test, we found positive correlations
between HIF1A and PHD1 (rs = 0.56; p < 0.0001) and PHD2 (rs = 0.54; p < 0.0001) but
not with PHD3. Similarly, we found correlations between PKM2 and PHD1 (rs = 0.45;
p = 0.0004) and PHD2 (rs = 0.41; p = 0.0012) but not PHD3. We also found correlations
between PDK1 and PHD1 (rs = 0.50; p < 0.0001) and PHD2 (rs = 0.54; p < 0.0001) and PHD3
(rs = 0.50; p < 0.0001) (Table 2).

Table 2. Spearman’s rank correlation coefficient analysis of associations between PHD1, PHD2 and
PHD3 mRNA levels and HIF pathway downstream regulators HIF1A, PKM2 and PDK1 in 60 primary
lung tumour samples.

HIF Target PHD1 PHD2 PHD3

HIF1A rs = 0.56
(p < 0.0001)

rs = 0.54
(p < 0.0001)

rs = 0.037
(p = 0.78)

PKM2 rs = 0.45
(p = 0.0004)

rs = 0.41
(p = 0.0012)

rs = 0.24
(p = 0.06)

PDK1 rs = 0.50
(p < 0.0001)

rs = 0.54
(p < 0.0001)

rs = 0.50
(p < 0.0001)

3.4. Association between PHD mRNA Levels and Patient Characteristics

Low PHD1 mRNA expression was associated with a higher stage of disease (p = 0.0089),
larger tumour size (p = 0.0002) and squamous cell carcinoma histology (p = 0.0065). Sim-
ilarly, low PHD2 mRNA expression was associated with larger tumour size (p = 0.0026)
and squamous cell carcinoma histology (p = 0.0050). A possible trend towards a lower
expression of PHD2 in stage II + III vs. stage I disease was observed (p = 0.0890). We found
no correlation between PHD3 and any of the studied clinicopathological characteristics
(Table 3).
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Table 3. Correlations between PHD mRNA expression level and clinicopathological characteristics of 60 surgically resected
non-small-cell lung cancer (NSCLC) patients.

Parameter N◦ of ps PHD1
mRNA Level p PHD2

mRNA Level p PHD3
mRNA Level p

Age

<60 29 5.60
(3.40–9.88) 0.7561

3.49
(2.05–4.51) 0.4159

10.85
(7.40–17.79) 0.4506

≥60 31 5.13
(2.47–10.30)

2.95
(1.51–4.80)

11.47
(3.93–18.32)

Sex

Male 33 5.35
(2.46–9.88) 0.6030

2.95
(1.65–4.35) 0.5132

9.72
(5.93–17.77) 0.6665

Female 27 5.11
(3.95–11.69)

3.49
(1.90–4.80)

12.53
(4.98–18.32)

Smoking history

Yes 51 5.11
(3.04–8.37) 0.1654

2.95
(1.79–4.33) 0.1020

10.78
(4.98–18.29) 0.7719

No 9 9.53
(4.29–13.64)

4.07
(3.34–5.49)

11.65
(8.60–17.81)

Histology a

Adenocarcinoma 35 6.70
(4.51–12.41) 0.0065

3.68
(2.76–5.35) 0.0050

10.78
(4.27–16.22) 0.0624

Squamous cell
carcinoma 20 3.71

(1.59–6.33)
2.23
(1.25–3.63)

15.44
(8.69–25.22)

pTNM stage

I 31 7.10
(4.20–13.29) 0.0089

3.52
(2.23–5.35) 0.0890

12.09
(3.19–18.48) 0.5303

II + III 29 4.43
(2.36–7.17)

3.17
(2.21–4.66)

10.78
(7.40–18.30)

Tumour size

pT1 24 8.36
(4.78–16.36) 0.0002

3.98
(2.99–6.31) 0.0026

12.87
(4.28–21.40) 0.5845

pT2-3 36 4.27
(2.32–6.68)

2.66
(1.53–3.77)

9.72
(5.77–17.29)

Nodular involvement
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Lymph node dissection was not done in one patient.

3.5. Association between PHD mRNA Levels and Survival

Patients with low PHD1 mRNA expression had a shorter median overall survival
(OS) than those with high PHD1 mRNA expression (35.2 vs. >88.5 months; p = 0.02).
Similarly, patients with low PHD2 mRNA expression had a shorter median OS than
patients with high PHD2 mRNA expression (35.2 vs. >88.5 months; p = 0.01). No significant
association was found between PHD3 mRNA levels and OS (Figure 3). Multivariate Cox
proportional hazards regression analysis adjusting for PS, pTNM stage, tumour size and
nodular involvement revealed that lower PHD1 mRNA expression in the primary tumour
had borderline significance for shorter OS (HR = 0.908; 95% CI: 0.822–1.004; p = 0.06)
(Table 4).
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Table 4. Univariate and multivariate Cox proportional hazards regression model analyses of survival.

Parameter

Overall Survival

UV
p-Value

HR (95% CI)

MV
p-Value

HR (95% CI)

PHD1 mRNA level 0.060
0.908 (0.822–1.004)

0.060
0.908 (0.822–1.004)

PHD2 mRNA level 0.481
0.940 (0.792–1.116) n/i

PHD3 mRNA level 0.458
0.988 (0.958–1.020) n/i

Age (>60 vs. ≤60) 0.866
0.933 (0.417–2.086) n/i

Sex (M vs. F) 0.399
1.428 (0.624–3.265) n/i

Smoking history (Yes vs. No) 0.654
0.758 (0.225–2.548) n/i

Histology (AC vs. SCC) 0.565
0.778 (0.332–1.826) n/i

PS a (≥2 vs. <2) 0.217
0.558 (0.221–1.408) Eliminated b

pTNM stage (I vs. II vs. III)
I vs. II

II vs. III

0.102
0.364 (0.140–0.944)
0.439 (0.149–1.295)

Eliminated b

Tumour size (pT1 vs. pT2-3) 0.231
0.584 (0.242–1.409) Eliminated b

Nodular involvement (Yes vs. No) 0.051
0.439 (0.192–1.003) Eliminated b

N: number of patients; CI: confidence interval; HR: hazard ratio; UV: univariate analysis; MV: multivariate analysis; SCC: squamous cell
carcinoma; AC: adenocarcinoma; n/i: not included; a East Cooperative Oncology Group performance status; b Backward conditional
stepwise regression eliminated this variable from the model.

4. Discussion

Tumour hypoxia correlates with aggressive tumour phenotypes and poor prognosis
in several cancer types, including lung cancer [28–30]. PHDs function as cellular oxygen
sensors, negatively regulating the protein stability of HIF transcription factors. The HIF
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signalling cascade regulates the effects of hypoxia, including blood vessels formation,
tumour cell invasion, and formation of metastasis. The expression of PHDs is altered in
many human cancer types, but the exact mechanism of PHD deregulation has not yet
been fully explained [17]. In this study, we evaluated PHD1, PHD2 and PHD3 mRNA
expression in 60 NSCLC tumours and compared it to that in normal lungs and evaluated
the prognostic significance of these differences for distinguishing the survival of NSCLC
patients treated with radical surgery.

The results of our study showed that PHD1 and PHD2 mRNA expression was signif-
icantly decreased in NSCLC compared to normal lung samples. In line with this result,
we also observed that decreased PHD1 and PHD2 were associated with larger tumour
size, higher disease stage and squamous cell carcinoma histology. Similar results were
also observed in a study by Giatromanolaki et al., who reported strong expression of
PHD1, PHD2 and PHD3 proteins in normal bronchial epithelium and glands, whereas
less than 50% of NSCLC cases were strongly positive for PHD 1, PHD2 and PHD3 [21].
The results of our study and the study of Giatromanolaki et al. contradict the results
of Chen et al., who reported significantly higher expression of PHD1, PHD2 and PHD3
mRNA levels in NSCLC tissues compared with paired adjacent normal lung tissues. In
contrast, the same study also reported that low PHD3 was associated with high tumour
stage and poor differentiation of tumours, suggesting that the loss of PHD3 contributes to
NSCLC invasion [22]. In another lung cancer study, Chu et al. showed that the expression
of PHD3 protein was significantly higher in NSCLC tumour than in para-cancerous and
normal lung tissues and positively correlated with lymph node metastasis and microvessel
density [31]. On the other hand, analysis of published human cancer gene expression
datasets from 14 common cancer types, including lung adenocarcinoma, revealed that
PHD2 expression was significantly decreased in tumour compared to normal tissues [32].
To complement tumour tissue studies, data from NSCLC cellular models show that PHD1
overexpression blocks A549 lung cancer cell proliferation and tumour growth in lung
cancer cell xenografts [33]. Similarly, PHD2 was reduced in a number of cancer cell lines,
and the loss of PHD2 increased tumour growth in colon carcinoma cell line xenografts.

We also found that decreased PHD1 and PHD2 mRNA levels were associated with
squamous cell carcinoma histology. A possible explanation could be the different distri-
bution of pTNM stages between the two histological types. The majority of patients with
adenocarcinoma were in stage I (24/35; 69%), and the majority of patients with squamous
cell carcinoma were in stage II or III (15/20; 75%), while only 25% were stage I. This differ-
ence in pTNM distribution is supported by published data, which indicate that, in patients
with surgically resected NSCLC, squamous cell carcinoma patients have a higher stage
(higher T and N status) than adenocarcinoma patients. However, squamous histology alone
was not found to be an independent predictor of survival [34]. Since our results showed
that reduced PHD1 and PHD2 were associated with larger tumours and higher tumour
stage, this result could be mostly a reflection of the different stages within subgroups rather
than differences in biology between histologies.

A strong correlation between PHD1 and PHD2 mRNA expression was found in our
study, but there were no significant correlations between PHD3 mRNA expression and
the expression of the other tested PHDs. This observation suggests that the expression of
PHD1 and PHD2 is interrelated. A possible explanation for our result could be that full-
length PHD1 and PHD2 have more than 400 (407 and 426 in humans) amino acid residues
and share a well-conserved hydroxylase domain in their C-terminal halves, whereas the
N-terminal halves are more divergent with poorly characterized functions. On the contrary,
the much shorter PHD3 (239 amino acid residues in humans) contains a hydroxylase
domain but only a short segment of the divergent N-terminal sequence [16].

To further explore how decreased PHD 1 and PHD2 mRNA levels affect other HIF
pathway downstream targets, we evaluated correlations between all three studied PHD
isoforms and genes encoding for HIF1α, PKM2 and PDK1. The active HIF complex is com-
posed of one oxygen-regulated α-subunit (HIF-α) that is regulated and one constitutively
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expressed β-subunit. There are three HIF-α family members (HIF-1α, -2α and -3α). The
pyruvate kinase M2 (PKM2) is a glycolytic enzyme induced by HIF1α, which have roles
in the development, progression, and metabolism of cancer. PKM2 interacts directly with
the HIF-1α subunit and stimulates HIF-1 transcriptional activity [35,36]. In addition to
promoting glycolysis, HIF-1 also inhibits the oxidation glucose through the tricarboxylic
acid cycle (TCA) in the mitochondria by upregulating the gene which encodes for pyruvate
dehydrogenase kinase 1 (PDK1), thus inactivating pyruvate dehydrogenase (PDH), which
converts pyruvate to acetyl-CoA [15,37]. Our results showed positive correlations between
PHD1 and PHD2 and all three studied HIF downstream targets, which further supports our
results that decreased PHD1 and PHD2 are associated with the development of NSCLC.

Our results also showed that low mRNA expression of PHD1 and PHD2, but not
PHD3, was associated with shorter OS of patients. In addition, PHD1 showed borderline
independent prognostic value in the multivariate analysis. PHD1 was moderately well
correlated with tumour size and hence also with tumour stage, as these measures represent
similar information. As a consequence, other variables were eliminated in the multivariate
analysis. To date, a limited number of studies have assessed survival outcomes in relation to
the expression of PHDs, including one in NSCLC [38–41]. Our results are the opposite of the
results of Andersen et al., who showed that positive PHD1 and PHD2 protein expression are
independent negative prognostic factors in NSCLC [38]. PHDs have been proposed as both
tumour suppressors and drivers of tumorigenesis [17]. Our results support the thesis that
PHDs function as tumour suppressors, their expression being reduced in tumours, which
correlates with poor prognosis of patients, whereas the results of Andersen et al. support
the hypothesis that PHDs have pro tumour activity. In other cancer types, high nuclear
PHD1 or PHD3 protein expression was associated with poorer survival of patients with
pancreatic endocrine tumours [39]. Conversely, in gastric cancer, patients with negative
PHD2 protein expression had significantly shortened survival in comparison with PHD2-
positive patients [40]. Additionally, in hepatocellular carcinoma, patients with reduced
PHD3 mRNA expression had shorter survival (DFS and OS) and higher disease recurrence
rates [41]. These controversial data indicate that further exploration of the role of PHDs in
cancer progression is needed. It also appears that PHDs are differentially dysregulated in
different types of cancer. As also stated in Jokilehto and Jaakkola’s review article, “given the
uncertainties in specific PHD function, their role in cancer is inconclusive at the best” [17].

A possible explanation for the discrepancy between different studies evaluating the
expression profiles and prognostic significance of PHD proteins in (lung) cancer may be
the different methodological approaches for PHD measurements. Most of the already
published studies used immunohistochemistry (IHC) to determine PHD protein expression
in lung cancer tissue [21,31,42], and only one study was based on gene expression analysis
with RT-qPCR. The main advantage of RT-qPCR over IHC is its ability to quantify gene ex-
pression compared to the semiquantitative protein expression scoring. There are a limited
number of studies directly comparing mRNA and protein expression of PHDs. In cell lines,
the protein levels of PHD2 and PHD3 seem to correlate well with the mRNA levels, but
PHD1 protein levels were lower than one would expect from the mRNA levels [43]. The
expression of PHDs may also vary because of the different antibodies and primers used,
and different cut-offs to categorize patients with high/low expression of PHDs were used
in different studies. To eliminate these sources of variability to some extent, we used ex-
pression assays that target all different transcripts/isoform if present and used continuous
values of PHD mRNA expression when possible (e.g., Mann–Whitney, Cox regression).
In addition, there is evidence that PHD expression is also regulated at the transcriptional
and posttranslational levels by proteasomal destruction and protein interactions. In future
studies, it would be necessary to directly compare mRNA and protein expression levels
of different PHD isoforms in primary NSCLC tumours, taking into account different IHC
antibody clones that are currently available. A possible reason for the differences in results
between different studies might also be intratumoural heterogeneity [44]. This confounder
could partially be overcome with tissue sampling from several tumour sites. However, our



Cancers 2021, 13, 2309 12 of 14

study did not use samples from various tumour sites, which is one of the limitations of our
study. Additionally, the relatively small sample size may make this study susceptible to
unknown bias. A possible effect of PHDs downregulation on the HIF pathway was shown
with a significant correlation to HIF1A, PKM2 and PDK1 mRNA levels; however, these are
only indirect pieces of evidence regarding mechanism exploration. Therefore, additional
mechanistic studies, potentially involving PHD knock-out mouse models, are necessary to
evaluate these associations.

5. Conclusions

In the present study, we showed that the mRNA expression of prolyl hydroxylase
domain proteins, specifically PHD1 and PHD2, in NSCLC primary tumours was decreased,
which correlated with the expression of HIF pathway downstream genes, with larger
tumour size and poor prognosis of patients. This result suggests that loss of PHD1 and
PHD2 expression is associated with the development and progression of NSCLC. Larger
studies are needed to further evaluate PHD1 as a marker of unfavourable prognosis in
surgically resected NSCLC. Identification of hypoxic markers in tumours could improve
the efficacy of current cancer therapies, including immunotherapy.
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11. Sodja, E.; Knez, L.; Kern, I.; Ovčariček, T.; Sadikov, A.; Cufer, T. Impact of ERCC1 expression on treatment outcome in small-cell
lung cancer patients treated with platinum-based chemotherapy. Eur. J. Cancer 2012, 48, 3378–3385. [CrossRef] [PubMed]

http://doi.org/10.1038/nrc1367
http://doi.org/10.1158/0008-5472.CAN-04-3039
http://doi.org/10.1093/jnci/djx160
http://doi.org/10.1038/nrc3064
http://doi.org/10.3322/caac.21492
http://www.ncbi.nlm.nih.gov/pubmed/30207593
http://doi.org/10.1016/j.lungcan.2011.08.004
http://doi.org/10.1200/JCO.2012.45.3753
http://www.ncbi.nlm.nih.gov/pubmed/23401433
http://doi.org/10.1586/14737140.2014.940327
http://doi.org/10.1016/S0140-6736(17)33326-3
http://doi.org/10.3892/ol.2020.11541
http://www.ncbi.nlm.nih.gov/pubmed/32565929
http://doi.org/10.1016/j.ejca.2012.06.011
http://www.ncbi.nlm.nih.gov/pubmed/22795264


Cancers 2021, 13, 2309 13 of 14

12. Bruick, R.K. A Conserved Family of Prolyl-4-Hydroxylases That Modify HIF. Science 2001, 294, 1337–1340. [CrossRef] [PubMed]
13. Taylor, M.S. Characterization and comparative analysis of the EGLN gene family. Gene 2001, 275, 125–132. [CrossRef]
14. Del Peso, L.; Castellanos, M.C.; Temes, E.; Martín-Puig, S.; Cuevas, Y.; Olmos, G.; Landázuri, M.O. The von Hippel

Lindau/hypoxia-inducible factor (HIF) pathway regulates the transcription of the HIF-proline hydroxylase genes in response to
low oxygen. J. Biol. Chem. 2003, 278, 48690–48695. [CrossRef] [PubMed]

15. Yang, M.; Su, H.; Soga, T.; Kranc, K.R.; Pollard, P.J. Prolyl hydroxylase domain enzymes: Important regulators of cancer
metabolism. Hypoxia 2014, 2, 127–142.

16. Fong, G.-H.; Takeda, K. Role and regulation of prolyl hydroxylase domain proteins. Cell Death Differ. 2008, 15, 635–641. [CrossRef]
17. Jokilehto, T.; Jaakkola, P.M. The role of HIF prolyl hydroxylases in tumour growth. J. Cell Mol. Med. 2010, 14, 758–770. [CrossRef]
18. Chan, D.A.; Kawahara, T.L.A.; Sutphin, P.D.; Chang, H.Y.; Chi, J.-T.; Giaccia, A.J. Tumor vasculature is regulated by PHD2-

mediated angiogenesis and bone marrow-derived cell recruitment. Cancer Cell 2009, 15, 527–538. [CrossRef]
19. Erez, N.; Milyavsky, M.; Eilam, R.; Shats, I.; Goldfinger, N.; Rotter, V. Expression of Prolyl-Hydroxylase-1 (PHD1/EGLN2)

Suppresses Hypoxia Inducible Factor-1alpha Activation and Inhibits Tumor Growth. Cancer Res. 2003, 63, 8777–8783.
20. Chu, X.; Xiang, M.; Feng, L.; Liu, H.; Zhou, C. Prolyl hydroxylase 3 involvement in lung cancer progression under hypoxic

conditions: Association with hypoxia-inducible factor-1α and pyruvate kinase M2. J. Thorac. Dis. 2019, 11, 3941–3950. [CrossRef]
21. Giatromanolaki, A.; Koukourakis, M.I.; Pezzella, F.; Turley, H.; Sivridis, E.; Bouros, D.; Bougioukas, G.; Harris, A.L.; Gatter, K.C.

Expression of prolyl-hydroxylases PHD-1, 2 and 3 and of the asparagine hydroxylase FIH in non-small cell lung cancer relates to
an activated HIF pathway. Cancer Lett. 2008, 262, 87–93. [CrossRef]

22. Chen, S.; Zhang, J.; Li, X.; Luo, X.; Fang, J.; Chen, H. The expression of prolyl hydroxylase domain enzymes are upregulated and
negatively correlated with Bcl-2 in non-small cell lung cancer. Mol. Cell Biochem. 2011, 358, 257–263. [CrossRef]

23. Crinò, L.; Weder, W.; van Meerbeeck, J.; Felip, E. ESMO Guidelines Working Group Early stage and locally advanced (non-
metastatic) non-small-cell lung cancer: ESMO Clinical Practice Guidelines for diagnosis, treatment and follow-up. Ann. Oncol.
Off. J. Eur. Soc. Med. Oncol. 2010, 21 (Suppl. 5), v103–v115. [CrossRef]

24. Koren, A.; Rijavec, M.; Kern, I.; Sodja, E.; Korosec, P.; Cufer, T. BMI1, ALDH1A1, and CD133 transcripts connect epithelial-
mesenchymal transition to cancer stem cells in lung carcinoma. Stem Cells Int. 2016, 2016, 9714315. [CrossRef] [PubMed]

25. Koren, A.; Sodja, E.; Rijavec, M.; Jez, M.; Kovac, V.; Korosec, P.; Cufer, T. Prognostic value of cytokeratin-7 mRNA expression in
peripheral whole blood of advanced lung adenocarcinoma patients. Cell Oncol. 2015, 38, 387–395. [CrossRef] [PubMed]

26. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2(-Delta Delta
C(T)) Method. Methods 2001, 25, 402–408. [CrossRef]

27. Edge, S.B.; Compton, C.C. The American Joint Committee on Cancer: The 7th edition of the AJCC cancer staging manual and the
future of TNM. Ann. Surg. Oncol. 2010, 17, 1471–1474. [CrossRef]

28. Muz, B.; de la Puente, P.; Azab, F.; Azab, A.K. The role of hypoxia in cancer progression, angiogenesis, metastasis, and resistance
to therapy. Hypoxia 2015, 3, 83–92. [CrossRef] [PubMed]

29. Dehdashti, F.; Mintun, M.A.; Lewis, J.S.; Bradley, J.; Govindan, R.; Laforest, R.; Welch, M.J.; Siegel, B.A. In vivo assessment of
tumor hypoxia in lung cancer with 60Cu-ATSM. Eur. J. Nucl. Med. Mol. Imaging 2003, 30, 844–850. [CrossRef]

30. Chen, B.; Li, L.; Li, M.; Wang, X. HIF1A expression correlates with increased tumor immune and stromal signatures and aggressive
phenotypes in human cancers. Cell Oncol. 2020, 43, 877–888. [CrossRef] [PubMed]

31. Chu, X.; Zhu, C.C.; Liu, H.; Wang, J.C. Expression of hypoxia-inducible factor prolyl hydroxylase 3 HIFPH3 in human non-small
cell lung cancer (NSCLC) and its correlation with prognosis. Asian Pac. J. Cancer Prev. 2014, 15, 5819–5823. [CrossRef] [PubMed]

32. Ramaswamy, S.; Tamayo, P.; Rifkin, R.; Mukherjee, S.; Yeang, C.-H.; Angelo, M.; Ladd, C.; Reich, M.; Latulippe, E.; Mesirov, J.P.;
et al. Multiclass cancer diagnosis using tumor gene expression signatures. Proc. Natl. Acad. Sci. USA 2001, 98, 15149–15154.
[CrossRef] [PubMed]

33. Xie, X.; Xiao, H.; Ding, F.; Zhong, H.; Zhu, J.; Ma, N.; Mei, J. Over-expression of prolyl hydroxylase-1 blocks NF-κB-mediated
cyclin D1 expression and proliferation in lung carcinoma cells. Cancer Genet. 2014, 207, 188–194. [CrossRef] [PubMed]

34. Kawase, A.; Yoshida, J.; Ishii, G.; Nakao, M.; Aokage, K.; Hishida, T.; Nishimura, M.; Nagai, K. Differences between squamous
cell carcinoma and adenocarcinoma of the lung: Are adenocarcinoma and squamous cell carcinoma prognostically equal? Jpn. J.
Clin. Oncol. 2012, 42, 189–195. [CrossRef]

35. Luo, W.; Hu, H.; Chang, R.; Zhong, J.; Knabel, M.; O’Meally, R.; Cole, R.N.; Pandey, A.; Semenza, G.L. Pyruvate Kinase M2 Is a
PHD3-Stimulated Coactivator for Hypoxia-Inducible Factor 1. Cell 2011, 145, 732–744. [CrossRef]

36. Zahra, K.; Dey, T.; Ashish; Mishra, S.P.; Pandey, U. Pyruvate Kinase M2 and Cancer: The Role of PKM2 in Promoting Tumorigene-
sis. Front. Oncol. 2020, 10, 159. [CrossRef]

37. Kim, J.W.; Tchernyshyov, I.; Semenza, G.L.; Dang, C.V. HIF-1-mediated expression of pyruvate dehydrogenase kinase: A metabolic
switch required for cellular adaptation to hypoxia. Cell Metab. 2006, 3, 177–185. [CrossRef]

38. Andersen, S.; Donnem, T.; Stenvold, H.; Al-Saad, S.; Al-Shibli, K.; Busund, L.T.; Bremnes, R.M. Overexpression of the HIF
hydroxylases PHD1, PHD2, PHD3 and FIH are individually and collectively unfavorable prognosticators for NSCLC survival.
PLoS ONE 2011, 6, 4–11. [CrossRef]

39. Couvelard, A.; Deschamps, L.; Rebours, V.; Sauvanet, A.; Gatter, K.; Pezzella, F.; Ruszniewski, P.; Bedossa, P. Overexpression of
the oxygen sensors PHD-1, PHD-2, PHD-3, and FIH is associated with tumor aggressiveness in pancreatic endocrine tumors.
Clin. Cancer Res. 2008, 14, 6634–6639. [CrossRef]

http://doi.org/10.1126/science.1066373
http://www.ncbi.nlm.nih.gov/pubmed/11598268
http://doi.org/10.1016/S0378-1119(01)00633-3
http://doi.org/10.1074/jbc.M308862200
http://www.ncbi.nlm.nih.gov/pubmed/14506252
http://doi.org/10.1038/cdd.2008.10
http://doi.org/10.1111/j.1582-4934.2010.01030.x
http://doi.org/10.1016/j.ccr.2009.04.010
http://doi.org/10.21037/jtd.2019.08.124
http://doi.org/10.1016/j.canlet.2007.11.041
http://doi.org/10.1007/s11010-011-0976-1
http://doi.org/10.1093/annonc/mdq207
http://doi.org/10.1155/2016/9714315
http://www.ncbi.nlm.nih.gov/pubmed/26770215
http://doi.org/10.1007/s13402-015-0238-4
http://www.ncbi.nlm.nih.gov/pubmed/26306784
http://doi.org/10.1006/meth.2001.1262
http://doi.org/10.1245/s10434-010-0985-4
http://doi.org/10.2147/HP.S93413
http://www.ncbi.nlm.nih.gov/pubmed/27774485
http://doi.org/10.1007/s00259-003-1130-4
http://doi.org/10.1007/s13402-020-00534-4
http://www.ncbi.nlm.nih.gov/pubmed/32488852
http://doi.org/10.7314/APJCP.2014.15.14.5819
http://www.ncbi.nlm.nih.gov/pubmed/25081707
http://doi.org/10.1073/pnas.211566398
http://www.ncbi.nlm.nih.gov/pubmed/11742071
http://doi.org/10.1016/j.cancergen.2014.04.008
http://www.ncbi.nlm.nih.gov/pubmed/24935227
http://doi.org/10.1093/jjco/hyr188
http://doi.org/10.1016/j.cell.2011.03.054
http://doi.org/10.3389/fonc.2020.00159
http://doi.org/10.1016/j.cmet.2006.02.002
http://doi.org/10.1371/journal.pone.0023847
http://doi.org/10.1158/1078-0432.CCR-07-5258


Cancers 2021, 13, 2309 14 of 14

40. Kamphues, C.; Wittschieber, D.; Klauschen, F.; Kasajima, A.; Dietel, M.; Schmidt, S.-C.; Glanemann, M.; Bahra, M.; Neuhaus, P.;
Weichert, W.; et al. Prolyl hydroxylase domain 2 protein is a strong prognostic marker in human gastric cancer. Pathobiology 2012,
79, 11–17. [CrossRef]

41. Ma, M.; Hua, S.; Li, G.; Wang, S.; Cheng, X.; He, S.; Wu, P.; Chen, X. Prolyl hydroxylase domain protein 3 and asparaginyl
hydroxylase factor inhibiting HIF-1 levels are predictive of tumoral behavior and prognosis in hepatocellular carcinoma.
Oncotarget 2017, 8, 12983–13002. [CrossRef] [PubMed]

42. Giatromanolaki, A.; Koukourakis, M.I.; Sivridis, E.; Turley, H.; Talks, K.; Pezzella, F.; Gatter, K.C.; Harris, A.L. Relation of hypoxia
inducible factor 1 alpha and 2 alpha in operable non-small cell lung cancer to angiogenic/molecular profile of tumours and
survival. Br. J. Cancer 2001, 85, 881–890. [CrossRef] [PubMed]

43. Appelhoffl, R.J.; Tian, Y.M.; Raval, R.R.; Turley, H.; Harris, A.L.; Pugh, C.W.; Ratcliffe, P.J.; Gleadle, J.M. Differential function of the
prolyl hydroxylases PHD1, PHD2, and PHD3 in the regulation of hypoxia-inducible factor. J. Biol. Chem. 2004, 279, 38458–38465.
[CrossRef] [PubMed]

44. Hanahan, D.; Weinberg, R.A. Hallmarks of cancer: The next generation. Cell 2011, 144, 646–674. [CrossRef]

http://doi.org/10.1159/000330170
http://doi.org/10.18632/oncotarget.14677
http://www.ncbi.nlm.nih.gov/pubmed/28099905
http://doi.org/10.1054/bjoc.2001.2018
http://www.ncbi.nlm.nih.gov/pubmed/11556841
http://doi.org/10.1074/jbc.M406026200
http://www.ncbi.nlm.nih.gov/pubmed/15247232
http://doi.org/10.1016/j.cell.2011.02.013

	Introduction 
	Materials and Methods 
	Study Population and Collection of Samples 
	RNA Isolation and cDNA Synthesis 
	RT-qPCR 
	A549 Cell Culture 
	Statistics 

	Results 
	Patient Characteristics 
	PHD mRNA Levels in NSCLC Primary Tumours and Normal Lungs 
	Associations between PHD mRNA Levels and HIF Pathway Downstream Targets 
	Association between PHD mRNA Levels and Patient Characteristics 
	Association between PHD mRNA Levels and Survival 

	Discussion 
	Conclusions 
	References

