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A consensus about the prognostic role of NIMA-related kinase 2 (NEK2) expression in vari-
ous solid tumors has not been made yet. Thus, this meta-analysis aimed to systematically
assess the prognostic role of NEK2 expression in patients with solid tumors. The eligible
studies were identified through searching PubMed, Web of Science, and EMBASE. The
hazard ratios (HRs) with their corresponding 95% confidence intervals (CIs) were used to
evaluate the link between NEK2 overexpression and overall survival (OS) and disease-free
survival/recurrence-free survival (DFS/RFS) of patients with solid tumors. A total of 17 stud-
ies with 4897 patients were included in this meta-analysis. Among these studies, all of them
explored the association between NEK2 expression and OS of patients with solid tumors.
Our pooled analysis indicated that NEK2 overexpression was significantly related to ad-
verse OS (HR = 1.66; 95% CI: 1.38–2.00; P = 0.001). Additionally, there were six studies
with 854 patients that investigated the association between NEK2 expression and DFS/RFS.
Our pooled result indicated that there was a substantial relationship between NEK2 overex-
pression and poorer DFS/RFS (HR = 2.00; 95% CI: 1.61–2.48; P = 0.003). In conclusion, our
meta-analysis indicated that NEK2 may be a useful predictor of prognosis and an effective
therapeutic target in solid tumors. Nevertheless, more high-quality studies are warranted to
further support our conclusions because of several limitations in our meta-analysis.

Introduction
Human solid tumors have been the main root of global mortality for many years and remains a worldwide
health problem [1]. Despite tremendous progress made in diagnosis and therapy during the past decades,
the oncological survival of patients with solid tumor is still unfavorable, especially in advanced stage.
In current, clinicopathologic parameters that mainly include pathological grade and clinical stage are the
main factors used to predict the prognosis of cancer patients. However, these factors do not often work as a
reliable predictors of early diagnosis and individual prognosis, which imposes restriction on the efficiency
of therapies for solid tumors. Thus, it is of extremely vital significance to identify novel cancer biomarkers
that display more accuracy in predicting tumor progression and clinical outcomes.

It has been clearly verified that genetic instability could contribute to tumorigenesis by activating onco-
genes and/or inactivating tumor suppressor genes [2]. Chromosome instability (CIN), a phenotype fea-
tured with a high proportion of gain and/or loss of whole or large fragments of chromosomes during
each cell division, plays a critical role in initiating genetic instability [3]. In recent years, CIN was widely
reported to be closely associated with carcinogenesis, tumor progression, and resistance to chemother-
apy and radiotherapy [4,5]. The abnormality in cell division is implicated in CIN in malignant tumors
[6]. Consistently, many cell division-associated proteins are overexpressed in various cancers and con-
tribute to the initiation of CIN in tumor cells [7,8]. For instance, there is evidence demonstrating that the
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overexpression of never in mitosis (NIMA) related kinase 2 (NEK2), a member of the NIMA-related serine/threonine
kinase family and a key component of centrosome, could cause CIN in tumor cells [9].

More important, a large number of studies showed that NEK2 overexpression occurred in many human solid tu-
mors, including hepatocellular carcinoma (HCC) [10–16], colorectal cancer (CRC) [17–19], pancreatic ductal cancer
[20], lung cancer [21,22], prostate cancer [23], breast carcinoma [24], and glioma [25,26]. Moreover, these studies also
suggested that NEK2 overexpression was significantly correlated with more unfavorable prognosis of patients with
solid tumors. Due to lack of the thorough analysis on the reliability and degree of the prognostic significance of
NEK2 overexpression in solid tumors, we performed the present meta-analysis to further assess the association be-
tween NEK2 overexpression and oncological survival and the potential of NEK2 as a potential therapeutic target for
patients with solid tumors.

Materials and methods
This meta-analysis was performed based on the PRISMA statement issued in 2009 [27].

Literature search
The eligible studies were identified by searching PubMed, EMBASE, and Web of science from inception to April
20, 2018. The search terms consisted of ‘NEK2,’ ‘NIMA-related kinase 2,’ ‘cancer(s),’ ‘carcinoma(s),’ ‘tumor(s),’ ‘neo-
plasm(s),’ ‘malignant,’ and ‘malignancy or malignancies’.

Selection criteria
The studies were included according to the following inclusion criteria: (1) The studies explored the prognostic value
of NEK2 expression in terms of overall survival (OS), disease-free survival (DFS), and recurrence-free survival (RFS)
of patients with solid tumor; (2) The studies were written in English.

The studies were excluded based on any of the following exclusion criteria: (1) reviews, letters, conference abstracts,
case reports, and non-clinical studies; (2) the studies focused on exploring the prognostic value of NEK2 expression
in patients with non-solid tumors; (3) the studies did not provide sufficient data about the prognostic value of NEK2
expression.

Data extraction
Two authors extracted relevant data independently. When there were inconsistencies between the two investigators
with respect to data extraction, the other co-authors intervened and raised solutions. The main characteristics of the
eligible studies included: the name of first author, publication year, case source, tumor type, sample size, tumor clinical
stage, methods of detecting NEK2 expression, and cut-off of high NEK2 expression. Additionally, we extracted the
hazard ratios (HR) and corresponding confidence interval (CI), which were used for assessing the association of EK2
expression with survival of patients with solid tumor, including OS, DFS, and RFS. If HRs for survival data were not
presented directly in an study, they would be calculated using established methods provided by Tierney et al. [28].

Statistical analysis
In this meta-analysis all statistical processes were fulfilled using STATA, version 12.0 (Stata Corporation, College
Station, TX, USA). The pooled HRs and corresponding 95% CIs were used to evaluate the link between NEK2 ex-
pression and survival of patients with solid tumors. Because the present study was a prognosis meta-analysis that
included retrospective studies, there was unavoidable heterogeneity. To address the heterogeneity, we performed
the meta-regression and stratified analyses to explore the potential source of heterogeneity, as well as synthesized
data using a random-effects meta-analysis. The stratified analysis were conducted according to tumor type, region
(Asian/Non-Asian), the detection methods of NEK2 expression (IHC/qPCR/microarray), and analysis type (univari-
ate/multivariate) to find out the potential sources of heterogeneity of the pooled HRs for OS. Besides, sensitivity
analyses were also performed through sequentially deleting single study to further investigate the potential sources
of heterogeneity of the pooled HRs for OS and meanwhile assess whether our pooled HRs for OS and DFS/RFS were
robust. We evaluated the publication bias using Begge’s funnel plot [29] and Egger’s test [30]. When Begge’s funnel
plot was symmetrical and meanwhile P value of Egger’s test was >0.05, no significant publication bias was considered
to exist in the present meta-analysis. If there was significant publication bias, the trim and fill method was applied to
explore whether the publication bias significantly affect the dependability of the results of our meta-analysis [31]. A
P value less than 0.05 indicated that there was statistical significance.
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Figure 1. Flow diagram of study selection process

Results
The literature search
A total of 219 studies were identified through retrieving PubMed, EMBASE, and Web of science in the initial search.
With 13 duplicated studies removed, 208 studies were left for title and abstract screening. A total of 168 studies
were excluded owing to reviews and comments (n = 16) and the other topics (n = 152). As a result, 38 studies
remained for full-text screening and in this process 21 studies were further excluded due to no data of interest (n =
9), meeting abstracts (n = 5), and non-solid tumors (n = 7). Finally, a total of 17 eligible studies were included in this
meta-analysis [10–26]. The detail about the literature search and selection was displayed in Figure 1.

The main characteristics of the eligible studies
A total of 13 studies were performed in China, 2 in Japan, 1 in UK [18], and 1 in Canada. Among the 17 eligible
studies, 7 studies focused on HCC [10–16], 3 studies on CRC [17–19], 2 studies on lung cancer, 2 studies on glioma,
1 each study on breast cancer [24], pancreatic ductal adenocarcinoma (PDAC), [20] and prostate cancer [20]. A total
of 12 included studies detected the expression level of NEK2 using IHC [10,11,13,15–18,20,22,23,25,26], 2 studies
using qPCR [14,19], and 3 using microarray [12,21,24]. All the included studies with 4897 patients investigated the
relationship between NEK2 expression and OS [10–26], and 6 studies with 854 patients explored the association be-
tween NEK2 expression and DFS/RFS [11,13,15,18,21,23]. More detailed information about the main characteristics
was summarized in Table 1.

The combined analysis of the correlation between NEK2 expression and
survival of patients with solid tumor
A total of 17 studies with 4897 patients investigated the correlation between NEK2 overexpression and OS of patients
with solid tumors. The combined result suggested that overexpression of NEK2 was significantly linked with more
unfavorable OS (HR = 1.66; 95% CI: 1.38–2.00; P = 0.001) (Figure 2). In addition, six studies explored the association
between NEK2 expression and DFS/RFS and included a total of 854 patients. Because DFS and RFS have similar
statistical nature, they were merged together for the combined analysis. The combined result indicated that there was
a substantial relationship between positive NEK2 expression and poorer DFS/RFS (HR = 2.00; 95% CI: 1.61–2.48; P
= 0.003) (Figure 3).
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Figure 2. Forest plot of combined HR assessing the association between NEK2 expression and OS of patients with solid

tumor

Figure 3. Forest plot of combined HR assessing the association between NEK2 expression and DFS/RFS of patients with

solid tumor
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Table 1 The main characteristics of the included studies

First au-
thor/year/country

Tumor
type

No. of
pa-
tients

High
NEK2 ex-
pression
(n, %) Sex (M/F)

TNM
stage

Detection
method of
NEK2
expression

Cut-off of high
NEK2
expression

Survival
data

Cappello,
P./2013/Canada [24]

BC 2312 NR NA NA Microarray NA OS Univariate
analysis

Fu, L./2017/China [10] HCC 310 154 (49.68) 252/49 NA IHC More than 7
scores*

OS Univariate
analysis

Fu, S. J./2017/China
[11]

HCC 100 69 (69.00) NA NA IHC More than 2
scores†

OS, DFS Univariate
analysis

Li, G./2017/China [12] HCC 359 60 (16.71) NA NA Microarray NA OS Univariate
analysis

Lin, S./2016/China [13] HCC 104 60 (57.69) 32/12 I–III IHC More than 2
scores†

OS, RFS Multivariate
analysis

Wu, S.M./2016/China
[14]

HCC 154 NR 76/78 I–III qPCR NA OS Univariate
analysis

Wubetu, G.
Y./2016/Japan [15]

HCC 50 25 (50.00) 34/16 I–IV qPCR More than the
median value of
mRNA expression

OS, RFS Univariate
analysis

Zhang, Y./2018/China
[16]

HCC 259 98 (37.84) NA NA IHC More than 5
scores*

OS Multivariate
analysis

Lu, L./2015/China [17] CRC 60 39 (65.00) 32/28 I–IV IHC More than 2
scores‡

OS Univariate
analysis

Neal, C. P./2014/UK
[18]

CRC 103 89 (86.41) 57/46 I–IV IHC NA OS, DFS, Univariate
analysis

Takahashi,
Y./2013/Japan [19]

CRC 180 90 (50.00) 104/76 0–IV qPCR More than the
median value of
mRNA expression

OS Multivariate
analysis

Shi, Y.X./ 2016/China
[21]

LC 349 175 (50.14) 159/190 NA Microarray NA OS, RFS Univariate
analysis

Zhong, X./2014/China
[22]

LC 270 70 (25.93) 192/78 I–IV IHC More than 240
scores§

OS Multivariate
analysis

Liu, H.J./2017/China
[25]

GM 99 55 (55.56) 47/52 NA IHC More than 4
scores*

OS Multivariate
analysis

Wang, J./2017/China
[26]

GM 44 25 (56.82) NA NA IHC NA OS Univariate
analysis

Ning, Z./2014/China
[20]

PDAC 136 74 (54.41) 72/64 I–IV IHC More than 4
scores*

OS Univariate
analysis

Zeng, Y.
R./2015/China [23]

PC 148 74 (50.00) NA NA IHC NA OS, RFS Univariate
analysis

Abbreviations: BC, breast cancer; CRC, colorectal cancer; DFS, disease-free survival; GM, glioma; HCC, hepatocellular carcinoma; HR, hazard
ratio; LC, lung cancer; NR, not reported; PC, prostate cancer; PDAC, pancreatic duct adenocarcinoma; OS, overall survival; RFS, recurrence-free
survival.
*The final score was assigned according to the result of multiplying the score of the staining intensity and the score of the proportion of stained
malignant cells.
†The score was assigned according to the proportion of stained malignant cells.
‡The score was assigned according to the staining intensity of malignant tissues.
§The final score was assigned according to the result of multiplying the score of the staining intensity and the percentage of stained malignant cells.

Subgroup and meta-regression analysis
To seek the potential sources of heterogeneity of the combined HR for OS, we performed the subgroup analysis based
on tumor type, sample size, ethnicity, and detection methods of NEK2 expression and analysis type. In the subgroup
analysis, we found that NEK2 overexpression was tightly related to worse OS of patients with HCC (HR = 1.50; 95%
CI: 1.18–1.91; P < 0.01), CRC (HR = 2.03; 95% CI: 1.16–3.56; P = 0.03), glioma (HR = 3.15; 95% CI: 1.76–5.62;
P < 0.01), lung cancer (HR = 2.04; 95% CI: 1.37–3.05; P < 0.01), breast cancer (HR = 1.52; 95% CI: 1.32–1.75; P
< 0.01), and pancreatic duct adenocarcinoma (HR = 1.06; 95% CI: 1.01–1.12; P = 0.03) (Table 2). However, there
was no significant association between NEK2 overexpression and worse OS of patients with prostate cancer (HR =
1.46; 95% CI: 0.28–7.52; P = 0.762) (Table 2). In addition, the subgroup analysis of ethnicity showed that NEK2
overexpression was significantly related to poorer OS of patients from both Asia (HR = 1.71; 95% CI: 1.337–2.12;
P < 0.01) and non-Asia (HR = 1.53; 95% CI: 1.33–1.75; P < 0.01) (Table 2). The subgroup analysis by detection
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Table 2 Subgroup and meta-regression analysis of the pooled HR for OS

Subgroup analysis Meta-regression
Factors No. of studies No. of patients HR (95% CI) P value

[1] Tumor type 0.596

Hepatocellular carcinoma 7 1336 1.50 (1.18, 1.91)

Colorectal cancer 3 343 2.03 (1.16, 3.56)

Glioma 2 143 3.15 (1.76, 5.62)

Lung cancer 2 619 2.04 (1.37, 3.05)

Breast cancer 1 2312 1.52 (1.32, 1.75)

Pancreatic duct adenocarcinoma 1 136 1.06 (1.01, 1.12)

Prostate cancer 1 148 1.46 (0.28, 7.52)

[2] Ethnicity 0.767

Asian 15 2622 1.71 (1.37, 2.12)

Non-Asian 2 2415 1.53 (1.33, 1.75)

[3] Sample size 0.291

>200 6 3859 1.47 (1.23, 1.76)

≤200 11 1178 1.95 (1.40, 2.73)

[4] Detective methods 0.414

IHC 11 1633 1.90 (1.35, 2.68)

qPCR 3 384 1.57 (1.20, 2.06)

Microarray 3 3020 1.45 (1.20, 1.75)

[4] Analysis type 0.296

Univariate 12 4125 1.54 (1.25, 1.89)

Multivariate 5 912 1.91 (1.43, 2.56)

method showed that overexpression of NEK2 was significantly linked with worse OS regardless of methods (IHC:
HR = 1.90, 95% CI = 1.35–2.68, P < 0.01; qPCR: HR = 1.57, 95% CI = 1.20–2.06, P < 0.01; microarray: HR = 1.45,
95% CI = 1.20–1.75, P < 0.01) (Table 2). The subgroup analysis by sample size showed that NEK2 overexpression was
associated with worse OS in both small sample size group (<200) (HR = 1.95; 95% CI = 1.40–2.73; P < 0.01) and
large sample size group (>200) (HR = 1.47; 95% CI = 1.23–1.76; P < 0.01) (Table 2). At last, the subgroup analysis
by analysis type showed that NEK2 overexpression was closely associated with worse OS regardless of univariate
analysis (HR = 1.54; 95% CI = 1.25–1.89; P < 0.01) or multivariate analysis [HR = 1.91; 95% CI = 1.43–2.56; P <

0.01 (Table 2)], which indicated NEK2 overexpression might be an independent risk factor for poor OS of patients
with solid tumors. Overall, the results showed that the pooled HR for OS was stable and reliable, suggesting the five
factors analyzed in subgroup analysis were not be the main source of heterogeneity. Additionally, we also performed
meta-regression analysis to further determine whether the five factor could account for the majority of heterogeneity.
The results showed that all the P values were more than 0.05 when we performed meta-regression using any one of the
five factors as the covariate, which further confirmed that the five factors were not be main the source of heterogeneity.

Sensitivity analysis
Sensitivity analyses were performed to further explore the potential sources of heterogeneity, and meanwhile test the
stability of the pooled HRs for OS and DFS/RFS. From the results, no substantial fluctuation of pooled HRs for OS
(Figure 4A) and DFS/RFS (Figure 4B) was observed when omitting any individual study, which suggested that the
pooled HRs for OS and DFS/RFS were robust.

Publication bias
The Begg’s funnel plot and Egger’s tests were used to assess the potential publication bias of the included studies when
combining the HR of OS. The Begg’s funnel plot showed significant asymmetry (Figure 4C), and it was verified by the
result of Egger’s test (P < 0.001), which suggested that there was statistically significant publication bias of the included
studies when combining the HR of OS. Hence, we performed the trim-and-fill analysis to determine whether the
publication bias significantly affected the reliability of the combined HR for OS. The results showed that the reasonable
number of the included studies should be 24 with 7 missing studies added into the pooled analysis, and meanwhile the
updated funnel plot turned symmetric (Figure 4D). Furthermore, the adjusted pooled HR for OS also still suggested
that NEK2 overexpression was significantly linked with worse OS, indicating that the potential publication bias did
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Figure 4. Sensitivity analysis and publication bias evaluation

Sensitivity analysis of the combined HRs for OS (A) and DFS/RFS (B). Begg’s funnel plot of publication bias evaluation for the

combined HR for OS (C). The adjusted Begg’s funnel plot of publication bias evaluation for the combined HR for OS from the

trim-and-fill analysis (D).

not significantly affected the reliability of our findings. Due to less than 10 eligible studies reporting about DFS/RFS,
the publication bias was not assessed in this meta-analyses.

Discussion
The present study is the first meta-analysis to systematically assess the relationship between NEK2 expression and
survival of patients with solid tumor. Our combined results confirmed that there was a significant association between
NEK2 overexpression and poor OS and DFS/RFS of patients with solid tumor, suggesting that NEK2 could be a useful
prognostic predictor and a potential therapeutic target in patients with solid tumor.

Several oncogenesis mechanisms that may account for the link between NEK2 overexpression and unfavorable
survival of patients with solid tumors have been reported. First of all, the roles of NEK2 overexpression in the tumor
progression of HCC have been explored in a large number of recent studies. For instance, a study by Zhang et al.
showed that NEK2 could promote the invasive ability of HCC cells by facilitating the epithelial–mesenchymal transi-
tion via several pathways including focal adhesion, VEGF, Hippo, and p53 pathways [32]. NEK2 overexpression could
also enhance the proliferation, and inhibiting the apoptosis of HCC cells via the activation of MAPK pathway [33] and
contribute to the migration, invasion, and angiogenesis of HCC cells by activating the AKT/NF-κB/MMP-2 pathway
[12]. In addition to those signaling pathways above, several studies demonstrated that Wnt/β-catenin pathway plays
a critical role in the NEK2 overexpression-meditated tumor progression. A study by Lin et al. suggested that NEK2
overexpression could contribute to the self-renewal property of HCC by Wnt/β-catenin pathway [13]. Besides, Lai et
al. reported that NEK2 overexpression could promote cell cycle progression and proliferation of HCC cells and the
activation of Wnt/β-catenin pathway was implicated in this process [34]. Moreover, a study by Wu et al. suggested
that NKE2 overexpression could accelerate the tumor growth in vivo, and enhance the chemotherapeutic resistance
properties of HCC cells by activating Wnt/β-catenin pathway [14].

Additionally, several studies have also investigated the roles of NEK2 overexpression in other solid tumors. For
instance, Wang et al. reported that NEK2 overexpression could contribute to maintenance of glioma stem cells and
induce radioresistance via stabilization of histone methyltransferase EZH2 [35]. On contrast, NEK2 knockdown could
significantly inhibit the proliferation, colony formation, invasiveness, and in vivo growth of breast cancer cells [36].
Moreover, silencing NEK2 was demonstrated to sensitize triple-negative breast cancer cells to paclitaxel and doxoru-
bicin [37], which indicated that NEK2 may be potential therapeutic target for breast cancer. Actually, recently many
researchers have paid attention to the preclinical therapeutic effects of targeting NEK2 and reported that many NEK2
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inhibitors could display in vitro and in vivo antitumor activities [38–40]. It has been widely recognized that glycol-
metabolism plays crucial parts in cancer progression [41]. In particular, a recent study by Gu et al. indicated that
NEK2 could promote aerobic glycolysis through modulating splicing of pyruvate kinase M (PKM) and then elevating
the PKM2/PKM1 ratio in myeloma cells, which promotes myeloma cell proliferation [11]. To our best knowledge, the
study by Gu et al. is the first one to investigate the effects of NEK2 on glycolmetabolism in myeloma. However, the
effects of NEK2 on glycolmetabolism in solid tumors have not yet been explored so far. Thus, it may be interesting to
explore the roles of NEK2 in regulating the glycolmetabolism in solid tumors. Taken together, these explorations of the
role of NEK2 in solid tumors and the other malignancies implicated that NEK2 substantially affects the oncological
survival of patients with solid tumors, which is consistent with our findings in the current meta-analysis.

There were several limitations in our meta-analysis, which should be considered when interpreting our findings.
First, there was a certain heterogeneity in our meta-analysis and our subgroup and meta-regression analyses failed
to identify the source of heterogeneity. The differences in some aspects maybe cause the heterogeneity, such as the
cut-off values of NEK2 overexpression, follow-up time, and sexual ratio. Second, some HRs were calculated from
the Kaplan–Meier curve, which might cause tiny statistical errors and then also introduce bias. Third, most of the
included studies were performed in Asian, so it may not be reasonable to generate the findings from this meta-analysis
to non-Asian population. Fourth, only studies published in English were included. Thus, potentially eligible studies
published in other languages were not included, which maybe also introduce publication bias to some degree.

In conclusion, our meta-analysis indicated that NEK2 may be a useful predictor of prognosis and a potential ther-
apeutic target in solid tumors. Nevertheless, more high-quality studies are warranted to further support our conclu-
sions because of several limitations mentioned above.
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