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Abstract
Background/Aims: Lung cancer is the leading cause of cancer-related deaths worldwide. The 
outcome of patients with non-small cell lung cancer remains poor; the 5-year survival rate for 
stage IV non-small cell lung cancer is only 1.0%. KIF15 is a tetrameric kinesin spindle motor that 
has been investigated for its regulation of mitosis. While the roles of kinesin motor proteins in 
the regulation of mitosis and their potentials as therapeutic targets in pancreatic cancer have 
been described previously, the role of KIF15 in lung cancer development remains unknown. 
Methods: Paired lung carcinoma specimens and matched adjacent normal tissues were used 
for protein analysis. Clinical data were obtained from medical records. We first examined 
KIF15 messenger RNA expression in The Cancer Genome Atlas database, and then determined 
KIF15 protein levels using immunohistochemistry and western blotting. Differences between 
the groups were analyzed using repeated measures analysis of variance. Overall survival was 
analyzed using the Kaplan–Meier method. Cell-cycle and proliferation assays were conducted 
using A549, NCI-H1299, and NCI-H226 cells. Results: KIF15 was significantly upregulated at 
both the messenger RNA and protein levels in human lung tumor tissues. In patients with 
lung adenocarcinoma, KIF15 expression was positively associated with disease stages; high 
KIF15 expression predicted a poor prognosis. KIF15 knockdown using short hairpin RNA in 
two human lung adenocarcinoma cell lines induced G1/S phase cell cycle arrest and inhibited 
cell growth, but there was no effect in human lung squamous cell carcinoma. Conclusion: Our 
findings show that KIF15 is involved in lung cancer carcinogenesis. KIF15 could therefore serve 
as a specific prognostic marker for patients with lung adenocarcinoma.
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Introduction

Lung cancer is the leading cause of cancer-related deaths worldwide, with a 5-year 
survival rate of <15.0% [1]. The disease can be broadly divided into non-small cell lung cancer 
(NSCLC), which accounts for approximately 80.0% of cases, and small cell lung cancer, which 
accounts for the remaining 20.0% of cases. Lung squamous cell carcinoma (LSCC), large cell 
carcinoma, and lung adenocarcinoma (LUAD) are the most common NSCLC subtypes [2]. The 
incidence rate of LUAD has been increasing in recent decades [3].

Lung cancer is usually detected in its late stages; thus, the outcomes of patients with 
NSCLC remain poor, with 5-year survival rate of only 1.0% for patients with stage IV disease 
[4]. Therefore, it is essential to identify highly sensitive and specific biomarkers that serve 
as prognostic predictors for patients with this disease. Various tumor biomarkers (such 
as EGFR, ALK, and ROS/MET/BRAF) have already been identified, and biomarker-driven 
immunotherapy has yielded major advances. However, acquired resistance to these therapies 
limits their long-term benefits [5].

The abnormal, uncontrolled proliferation of cancer cells is a major event in cancer 
development. Recent studies have focused on the regulation of mitosis, and mitotic inhibitors 
(such as taxanes) that target microtubules have been developed for the treatment of various 
carcinomas [6]. Recently, the role of kinesin motor proteins in the regulation of mitosis, and 
their suitability as potential therapeutic targets, have also been investigated [7].

The kinesin superfamily proteins (KIFs) are conserved class of microtubule-dependent 
motor proteins. To date, over 45 members comprising 14 families have been identified in 
mammalian cells [8]. Kinesin motor proteins play key roles in different stages of mitosis 
and cytokinesis. It has been reported that the overexpression of some kinesins can induce 
premature sister chromatid separation prior to anaphase. This results in an unequal 
distribution of genetic material that can lead to aneuploidy [9]. Furthermore, aneuploidy in 
daughter cells that carry altered genetic material promotes aggressive cancer development 
[10]. In contrast, the downregulation of kinesins, such as KIF11 and KIF20B, causes cell cycle 
arrest, cytokinesis defects, or spindle assembly failure in some cancer cell lines; this can 
eventually lead to apoptosis via the tumor repressor protein p53 or other pathways [11, 12].

KIF15, which plays an important role in several types of cancer, is a tetrameric spindle 
motor; its motor-domain structure was first captured in an “ATP-like” configuration with the 
neck linker docked to the catalytic core. KIF15 interacts with TPX2 to cross-link and slide 
between two microtubules, leading to centrosome separation during bipolar spindle assembly 
[13]. It has been reported that KIF15 is induced by estrogen and that its upregulation, together 
with ANCCA that is also induced by estrogen, is associated with breast cancer cell growth, 
survival, and resistance to tamoxifen [14]. Recently, KIF15 was found to be overexpressed 
in pancreatic cancer, where it promotes tumor cell proliferation via the MEK-ERK signaling 
pathway [15]. Bidkhori et al. reconstructed a “genome-scale co-expression network” [16] to 
test their bioinformatics-derived prediction that KIF15 is overexpressed in LUAD and that 
it may be important for cell cycle regulation. However, the clinicopathological significance 
of KIF15 expression in lung cancer remains unknown, and no studies have demonstrated 
whether the overexpression of KIF15 is a factor in the development of lung cancer.

In this study, we analyzed KIF15 expression in human lung tumor tissues and matched 
adjacent normal tissues at both the mRNA and protein levels to evaluate the correlations 
of clinical outcomes with KIF15 expression status. Additionally, we knocked down KIF15 
expression and investigated its roles in cancer cell growth and survival in the human lung 
cancer cell lines A549, NCI-H1299, and NCI-H226. Our findings demonstrate the involvement 
of KIF15 expression in lung adenocarcinoma progression as well as lung cancer cell growth 
and survival in vitro.
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Materials and Methods

Clinical samples
For immunohistochemistry (IHC), 119 tumor tissues and matched adjacent normal tissues were 

collected and frozen at –80°C between February 2015 and January 2016. Specimens were analyzed at the 
Department of Pathology of The First Hospital of Jilin University (Changchun, China). For western blotting, 
19 paired fresh tissues were collected and stored at –80°C between February 2016 and April 2016. Clinical 
data were obtained from medical records. Tumor-node-metastasis stage was determined according to the 
American Joint Committee on Cancer staging manual (7th edition).

IHC
Four-micrometer-thick sections of paraffin-embedded tissues were deparaffinized in xylene and 

dehydrated in alcohol. The tissues were treated with 3.0% hydrogen peroxide/methanol and incubated 
with hydrogen peroxide block for 15 min, followed by Ultra V block for 5 min. Anti-KIF15 antibody 
(dilution, 1:100; Proteintech, Wuhan, China; catalogue no. 55407-1-AP) was added and the samples were 
incubated at 4°C overnight. IHC staining was performed using a rabbit-specific horseradish peroxidase/3, 
3´-diaminobenzidine (avidin-biotin complex) detection IHC kit (Cobioer Biosciences Co., Ltd., Nanjing, 
China) according to the manufacturer’s protocol.

To evaluate KIF15 expression, positive staining was quantified by scoring the percentage of tumor 
cells showing specific staining. The IHC scores were graded as follows: none (0), weak (1), moderate (2), 
and strong (3). The percentages of positive cells were divided into 5 categories: 0.0% (0), 1.0–25.0% (1), 
26.0–50.0% (2), 51.0–75.0% (3), and >75.0% (4). Cells were considered positive for KIF15 if the product of 
the IHC and percentage scores was >4.

Western blotting
Tissues and cells were lysed in lysis buffer containing protease inhibitors and NP-40. The protein 

concentrations were measured using a Pierce Bicinchoninic Acid Protein Assay kit (Thermo Scientific, 
Rockford, IL, USA; catalog no. 23227). Next, the protein samples (40.0 µg per lane) were subjected to SDS-
PAGE and then transferred to a polyvinylidene fluoride membrane. The membrane was blocked for 1 h 
at room temperature in 5.0% non-fat milk and then incubated with monoclonal antibody against KIF15 
(dilution, 1:1000) (Proteintech, Wuhan, China; catalogue no. 55407-1-AP) or beta-actin (dilution, 1:2000) 
(TransGen Biotech Co., Ltd., Beijing, China) at 4°C overnight. The corresponding horseradish peroxidase-
conjugated secondary antibody was added after washing three times with phosphate-buffered saline (PBS) 
containing 0.1% Tween-20. The blots were visualized using enhanced chemiluminescence (Perkin Elmer, 
Boston, MA, USA).

Cell culture
Human lung cancer cell lines (A549, NCI-H1299, and NCI-H226) were obtained from the American 

Type Culture Collection and cultured in RPMI1640 medium (GIBCO, New York, NY, USA) with 10.0% 
fetal bovine serum (HyClone Laboratories Inc., South Logan, UT, USA), penicillin G (100.0 U/mL), and 
streptomycin (100.0 μg/mL) (Sigma-Aldrich, Shanghai, China) in a 5.0% CO2 incubator at 37°C. The cell lines 
were mycoplasma-free and authenticated by STR profiling (Microread Company, Beijing, China).

RNA extraction and quantitative real-time polymerase chain reaction
Total RNA was extracted and purified using an RNA extraction kit (TransGen Biotech Co., Ltd., Beijing, 

China). Reverse transcription was performed to generate complementary DNA using EasyScript First-Strand 
cDNA Synthesis SuperMix (TransGen Biotech Co., Ltd., Beijing, China) according to the manufacturer’s 
protocol. KIF15 mRNA expression was measured by quantitative real-time polymerase chain reaction 
using the ABI Prism StepOnePlus System (Applied Biosystems, Foster City, CA, USA). The two sets of 
predesigned primers were as follows: GAPDH forward, 5´-TGACTTCAACAGCGACACCCA-3´; GAPDH reverse, 
5´-CACCCTGTTGCTGTAGCCAAA-3´; KIF15 forward, 5´-CTCTCACAGTTGAATGTCCTTG-3´; and KIF15 reverse: 
5´-CTCCTTGTCAGCAGAATGAAG-3´. GAPDH was included as an internal reference. The relative expression of 
KIF15 was calculated using the 2(–ΔΔCt) method.

http://dx.doi.org/10.1159%2F000495155
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Lentiviral transduction
Short hairpin RNA (shRNA) targeting KIF15 was packaged into a lentiviral vector (GeneChem Co., 

Ltd., Shanghai, China). Cells were infected with viral supernatants at a multiplicity of infection of 20–100. 
Two days later, the infected cells were examined for KIF15 knockdown efficiency and were used in further 
experiments.

Cell growth assay
Cells were seeded in 96-well plates at a density of 2.0 × 103 cells per well and incubated at 37°C. 

At separate time points, (1, 2, 3, 4, and 5 days), 3-(4, 5-dimethyl-2-yl)-2, 5-diphenyltetrazolium bromide 
solution (MTT; 20.0 μL) was added at a concentration of 5.0 mg/mL into each well, and the cells were 
incubated at 37°C for an additional 4 h. Next, the supernatant in each well was removed and replaced 
with 150.0 μL dimethyl sulfoxide to solubilize the formazan salt. Ten minutes later, the absorbance in each 
well was measured at 490 nm using a microplate reader (BioTek, Winooski, USA). All experiments were 
performed in quintuplicate.

Cell cycle assay
Cells were collected and centrifuged at 1, 500 rpm for 5 min, resuspended with PBS, and fixed with 

75.0% precooled alcohol for at least 1 h. The fixed cells were centrifuged at 6, 000 rpm for 5 min, washed 
twice with PBS, and stained with viability staining solution containing propidium iodide (0.5 μg/mL), RNase 
(20.0 μg/mL), and 1× PBS in the dark for 30 min. Cell cycle analysis was performed using flow cytometry. 
The data were analyzed using Modfit LT 5.0 software (Verity Software House, Topsham, ME, USA).

Statistical analysis
All data are shown as the mean ± standard deviation. Statistical differences between the groups 

were determined by repeated measures analysis of variance. Overall survival rates were calculated using 
the Kaplan–Meier method. All statistical analysis were conducted using GraphPad Prism 5.0 (GraphPad 
Software Inc., San Diego, CA, USA). A P-value < 0.05 was considered statistically significant. The data shown 
are representative of at least three independent experiments.

Results

KIF15 expression is upregulated in human lung cancer
To investigate KIF15 mRNA expression in human lung tumor tissues, we first examined 

its expression using data from The Cancer Genome Atlas database. Paired human LUAD (n = 
57) and LSCC (n = 50) tissues as well as matched adjacent normal tissues were analyzed. We 
found that KIF15 mRNA expression was significantly higher in LUAD and LSCC tissues than 
in the matched adjacent normal tissues (P < 0.0001, Fig. 1a).

We used IHC to examine KIF15 protein expression in paired human LUAD (n = 89) 
and LSCC (n = 30) tissues and their matched adjacent normal tissues. We found that KIF15 
protein expression was significantly higher in LUAD and LSCC tissues than in the matched 
adjacent normal tissues (P < 0.0001, Fig. 1b–c). Western blotting revealed that KIF15 protein 
expression was upregulated in 14 out of 19 (73.7%) malignant tumor samples (Fig. 1d). 
Taken together, these results indicate that KIF15 is upregulated in human lung tumor tissues.

Clinicopathological significance of KIF15 expression in human lung tumor tissues
Next, we analyzed the relationship between KIF15 expression and the clinicopathological 

characteristics of patients with lung cancer. As shown in table 1, KIF15 expression was 
significantly correlated with primary tumor stage (P=0.044), but not with age, sex, 
pathological type, tumor-node-metastasis classification, or distant metastasis (P > 0.05).

Correlation between KIF15 expression and overall survival
Given that a significant correlation was found between the KIF15 expression level 

and primary tumor stage, we further evaluated whether KIF15 expression was associated 

http://dx.doi.org/10.1159%2F000495155
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with clinical outcome in patients with lung cancer. Kaplan–Meier analysis revealed that the 
overall survival of patients with low KIF15 expression was significantly longer than that of 
patients with high KIF15 expression (P = 0.0025, Fig. 2a). However, when analyzed according 
to subtypes, KIF15 expression correlated with overall survival in patients with LUAD (P = 
0.0007, Fig. 2b), but not in patients with LSCC (P = 0.94. Fig. 2c). These results suggested 
that high KIF15 expression is a potential indicator of a poor clinical outcome in patients with 
LUAD, but not in those with LSCC.

KIF15 knockdown reduces human lung adenocarcinoma cell growth
To investigate the role of KIF15 expression in human lung cancer cell growth, we knocked 

down KIF15 expression using shRNA targeting KIF15 in three human lung cancer cell lines 
(A549, NCI-H1299, and NCI-H226). The silencing efficiency was determined at both the 
mRNA and protein levels. KIF15 expression was significantly reduced in human lung cancer 
cells infected with a lentivirus targeting KIF15, at both the mRNA and protein levels (A549: 
P = 0.0047; NCI-H1299: P = 0.001; NCI-H226: P = 0.0175, Fig. 3a–c). Next, cell growth in the 
KIF15-knockdown human lung cancer cells was examined by MTT assays. We found that 
cell growth was significantly reduced in human LUAD cells (A549 and NCI-H1299) infected 
with the lentivirus targeting KIF15 (Fig. 3d–e), however, knockdown of KIF15 had no effect 
on human LSCC cell growth (Fig. 3f). These results indicate that KIF15 knockdown reduces 
human LUAD cell growth.

KIF15 knockdown inhibits G1/S phase transition
KIF15 is a member of a family of motor proteins that maintain the bipolar microtubule 

spindle apparatus in dividing cells. Based on bioinformatics analysis, Bidkhori et al. [16] 
predicted that KIF15 played a crucial role in cell cycle progression in human LUAD cells. 

Fig. 1. Upregulation of KIF15 expression in human lung tumor tissues. (a) RNA sequencing data were 
obtained from The Cancer Genome Atlas. Statistical differences in expression between human lung tumor 
tissues (T) and paired adjacent normal tissues (N) were analyzed (***P<0.001). (b) KIF15 expression was 
detected by immunohistochemistry. The images represent typical staining patterns. (c) Individual staining 
intensities are represented by the heat map (left panel). Statistical differences between T and N were 
quantitated (right panel) (***P<0.001). (d) Proteins were extracted and subjected to SDS-PAGE and western 
blotting to determine KIF15 expression levels. Beta-actin (β-actin) was used as a loading control. mRNA: 
messenger RNA; LSCC: lung squamous cell carcinoma; LUAD: lung adenocarcinoma.

Fig. 1 Qiao et al.
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Table 1. Clinicopathological 
significance of KIF15 expression in 
lung cancer. *P < 0.05. Abbreviations: 
cStage, clinical stage; LSCC, lung 
squamous cell carcinoma; LUAD, lung 
adenocarcinoma; N, lymph node; T, 
tumor

 

Fig. 2. Overall survival rates of patients with lung cancer. 
Kaplan-Meier curves of overall survival according to KIF15 
expression in patients with (a) lung cancer (**P<0.01), (b) lung 
adenocarcinoma (LUAD) (***P<0.001), and (c) lung squamous 
cell carcinoma (LSCC). ns: not significant.
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Fig. 3. KIF15 
k n o c k d o w n 
reduced cell growth 
in human lung 
adenocarcinoma 
cancer cells. RNA 
was extracted from 
(a) shKIF15-A549 
(KIF15-silenced), 
(b) shKIF15-
NCI-H1299 and 
(c) shKIF15-
NCI-H226 cells and 
the corresponding 
control cells (mock 
and scrambled 
shRNA) (left 
panels). KIF15 
expression was 
examined by quantitative real-time polymerase chain reaction. Knockdown levels were calculated using 
the 2(–ΔΔCt) method. Proteins from shKIF15-A549, shKIF15-NCI-H1299 and shKIF15-NCI-H226 cells and the 
corresponding control cells were extracted and subjected to SDS-PAGE and western blotting to determine 
KIF15 expression levels (right panels). KIF15 protein knockdown efficiency was compared to control cells. 
Beta-actin (β-actin) was used as a loading control. (d) shKIF15-A549, (e) shKIF15-NCI-H1299 and (f) 
shKIF15-NCI-H226 cells and the corresponding control cells were cultured in 96-well plates. Cell growth 
was analyzed using a 3-(4,5-dimethyl-2-yl)-2,5-diphenyltetrazolium bromide (MTT) assay (***P<0.001). 
Data are shown as the mean ± standard deviation of quintuplicate experiments. mRNA: messenger RNA; 
OD490: optical densities at 490 nm; shRNA: short hairpin RNA.
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Therefore, we tested whether KIF15 knockdown would impair the cell cycle in human lung 
cancer cells. Flow cytometry revealed that cells with silenced KIF15 comprised more G1 
phase cells and fewer S phase cells than control (mock or scramble shRNA) cells in human 
LUAD cells (Fig. 4a–b), but not in human LSCC cells (Fig. 4c). These results indicate that 
KIF15 knockdown induces cell cycle arrest in human LUAD cells.

Discussion

In this study, we report that the recently identified kinesin motor protein KIF15 is 
involved in the carcinogenesis of human LUAD. Our findings suggest that KIF15 may serve 
as a novel prognostic marker for LUAD and could be a potential target for the treatment of 
this disease.

Previous studies have revealed that many KIFs are involved in the carcinogenesis of 
multiple human cancers, including lung cancer [17-22]. For example, KIFC1 is upregulated 
in human breast cancer [19], whereas KIF2C is upregulated in esophageal squamous cell 
carcinoma and is associated with poor prognosis [22]. KIF14 expression is significantly 
increased in cervical tumor tissues, and its expression is positively associated with a high 
tumor stage, lymph node metastasis, and chemoresistance [23]. KIF18A is upregulated in 
breast cancer, colorectal cancer, hepatocellular carcinoma, and renal cell carcinoma; its 
overexpression correlates with cancer development, carcinogenesis, and poor prognosis 
[17, 24-27]. KIF22 is upregulated in human breast tumor tissues, and its inhibition leads 
to a significant accumulation of cells in the G2/M phase, resulting in suppressed cancer cell 
proliferation [28]. Previous studies of KIF15 provided a rationale to evaluate the potential 
relationship between its expression and the prognosis of patients with lung cancer; KIF15 
is overexpressed in breast cancer, pancreatic cancer, and LUAD, and therefore represents 
a potential therapeutic target. Our results showed that KIF15 was indeed upregulated in 
human lung tumor tissues as compared to matched adjacent normal tissues, and that KIF15 
expression was positively correlated with lung tumor grade. Interestingly, Kaplan–Meier 
analysis suggested that KIF15 expression was positively associated with overall survival in 
patients with LUAD, but not in those with LSCC. This suggests that KIF15 may function as a 
specific prognostic marker for patients with LUAD.

Kinesins function by travelling along microtubules that are involved in the transport of 
cellular molecules. Many kinesins play important roles in cell division during the different 
stages of mitosis [29]. Inspired by the prediction by Bidkhori et al. that KIF15 is critically 
important for cell cycle progression in human LUAD cells [16], we knocked down KIF15 

Fig. 4. KIF15 knockdown induced G1 cell cycle arrest in human lung adenocarcinoma cancer cells. The 
cell cycle was examined by flow cytometry in (a) shKIF15-A549, (b) shKIF15-NCI-H1299 and (c) shKIF15-
NCI-H226 cells and the corresponding control cells (mock and scramble shRNA) (**P<0.01 and ***P<0.001). 
The data were analyzed using Modfit LT 5.0 software (Verity Software House, Topsham, ME, USA). Data are 
shown as the mean ± standard deviation of at least three independent experiments. shRNA: short hairpin 
RNA.

Fig. 4 Qiao et al.
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expression using shRNA to investigate its function in the cell cycle. We found that KIF15 
knockdown resulted in G1 phase arrest of the human LUAD cell lines A549 and NCI-H1299, 
but not of the human LSCC cell line NCI-H226, which validated the previous prediction.

LUAD and LSCC are the two major subtypes of lung cancer; they have distinct features, 
including location, cell origin, pathology, oncogenic drivers, and molecular markers [30]. In 
this study, although KIF15 was overexpressed in both LUAD and LSCC tissues, it correlated 
with patient’s overall survival only in LUAD, but not LSCC. Moreover, knockdown of KIF15 
inhibited cell growth and induced G1 cell arrest in LUAD, but not in LSCC, which was 
consistent with the survival data, indicating KIF15 is a specific marker for LUAD.

The first kinesin inhibitor to be developed was monastrol, which targets KIF11 [31], and 
several new inhibitors are currently under development [32-36]. For example, HR22C16, 
which is also a KIF11 inhibitor, targets taxol-sensitive and -resistant ovarian cancer cells 
[37]. Based on our results, inhibitors of KIF15 may also be effective against human LUAD. 
Small interfering RNA therapy in cancer treatment is thought to be a feasible approach for 
inhibiting the expression of cancer-specific genes [38]. We showed that KIF15 knockdown 
resulted in the suppression of human LUAD cell growth. Alternatively, microtubules have 
been considered as potential targets for cancer therapy [39], and a number of microtubule-
inhibiting drugs have been developed, with impressive preclinical results [40]. Hence, 
targeting KIF15 may be a treatment strategy for patients with LUAD.

Cancer progression is a complex process that involves cell growth, migration, invasion, 
metastasis, colony formation, and adhesion [41, 42]. In our study, we detected KIF15 
expression in lung tumor tissues and investigated its role in LUAD cell growth; however, the 
molecular signaling pathways through which KIF15 functions remain unclear. Furthermore, 
the number of samples in our study was limited. Besides, the expression patterns of KIF15 
in other types of cancer, such as gastric, colorectal, and hepatocellular cancers, as well as its 
roles in cancer cell migration, invasion, metastasis, colony formation, and adhesion, remain 
unknown. Thus, further studies of KIF15 are warranted.

Conclusion

KIF15 is upregulated in human lung tumor tissues, and its overexpression is correlated 
with tumor grade and a poor clinical outcome in patients with LUAD. Furthermore, KIF15 
knockdown significantly inhibits cell growth and results in G1 phase arrest in human LUAD 
cell lines. Thus, KIF15 is a novel prognostic marker of human LUAD and could be a promising 
therapeutic target for the treatment of human LUAD.

Acknowledgements

The authors thank the patients for volunteering to participate in this study. This study 
was approved by the Investigation and Ethics Committee of The First Hospital of Jilin 
University (No: 2015-171, Changchun, China). The work was carried out in accordance with 
the Declaration of Helsinki. All participants provided informed written consent prior to 
tissue collection.

This work was supported by the National Natural Science Foundation of China (grant 
no. 81701563, 81571534), the Science and Technology Department of Jilin Province (grant 
no. 20120701, 20180101097JC), the Program for JLU Science and Technology Innovative 
Research Team (2017TD-08) and the Fundamental Research Funds for the Central 
Universities.

http://dx.doi.org/10.1159%2F000495155


Cell Physiol Biochem 2018;51:1-10
DOI: 10.1159/000495155
Published online: 15 November 2018 9

Cellular Physiology 
and Biochemistry

Cellular Physiology 
and Biochemistry

© 2018 The Author(s). Published by S. Karger AG, Basel
www.karger.com/cpb

Qiao et al.: KIF15 and Lung Cancer Prognosis

Disclosure Statement

The authors declare that they have no competing interests.

References

1 Hoffman PC, Mauer AM, Vokes EE: Lung cancer. Lancet 2000;355:479-485.
2 Jacques J, Hill DP, Shier KJ, Jindani A, Miller AB: Appraisal of the World Health Organization classification of 

lung tumours. Can Med Assoc J 1980;122:897-901.
3 Pore MM, Hiltermann TJ, Kruyt FA: Targeting apoptosis pathways in lung cancer. Cancer Lett 

2013;332:359-368.
4 Vallieres E: Role of adjuvant systemic therapy for stage I NSCLC. Thorac Surg Clin 2007;17:279-285.
5 Attarian S, Rahman N, Halmos B: Emerging uses of biomarkers in lung cancer management: molecular 

mechanisms of resistance. Ann Transl Med 2017;5:377.
6 Malumbres M, Barbacid M: Cell cycle, CDKs and cancer: a changing paradigm. Nat Rev Cancer 2009;9:153-

166.
7 Huszar D, Theoclitou ME, Skolnik J, Herbst R: Kinesin motor proteins as targets for cancer therapy. Cancer 

Metastasis Rev 2009;28:197-208.
8 Miki H, Setou M, Kaneshiro K, Hirokawa N: All kinesin superfamily protein, KIF, genes in mouse and human. 

Proc Natl Acad Sci U S A 2001;98:7004-7011.
9 Wordeman L: How kinesin motor proteins drive mitotic spindle function: Lessons from molecular assays. 

Semin Cell Dev Biol 2010;21:260-268.
10 Oki E, Hisamatsu Y, Ando K, Saeki H, Kakeji Y, Maehara Y: Clinical aspect and molecular mechanism of DNA 

aneuploidy in gastric cancers. J Gastroenterol 2012;47:351-358.
11 Castillo A, Morse HC, 3rd, Godfrey VL, Naeem R, Justice MJ: Overexpression of Eg5 causes genomic 

instability and tumor formation in mice. Cancer Res 2007;67:10138-10147.
12 Liu XR, Cai Y, Cao X, Wei RC, Li HL, Zhou XM, Zhang KJ, Wu S, Qian QJ, Cheng B, Huang K, Liu XY: A new 

oncolytic adenoviral vector carrying dual tumour suppressor genes shows potent anti-tumour effect. J Cell 
Mol Med 2012;16:1298-1309.

13 Eskova A, Knapp B, Matelska D, Reusing S, Arjonen A, Lisauskas T, Pepperkok R, Russell R, Eils R, Ivaska J, 
Kaderali L, Erfle H, Starkuviene V: An RNAi screen identifies KIF15 as a novel regulator of the endocytic 
trafficking of integrin. J Cell Sci 2014;127:2433-2447.

14 Zou JX, Duan Z, Wang J, Sokolov A, Xu J, Chen CZ, Li JJ, Chen HW: Kinesin family deregulation coordinated by 
bromodomain protein ANCCA and histone methyltransferase MLL for breast cancer cell growth, survival, 
and tamoxifen resistance. Mol Cancer Res 2014;12:539-549.

15 Wang J, Guo X, Xie C, Jiang J: KIF15 promotes pancreatic cancer proliferation via the MEK-ERK signalling 
pathway. Br J Cancer 2017;117:245-255.

16 Bidkhori G, Narimani Z, Hosseini Ashtiani S, Moeini A, Nowzari-Dalini A, Masoudi-Nejad A: Reconstruction 
of an integrated genome-scale co-expression network reveals key modules involved in lung 
adenocarcinoma. PLoS One 2013;8:e67552.

17 Zhang C, Zhu C, Chen H, Li L, Guo L, Jiang W, Lu SH: Kif18A is involved in human breast carcinogenesis. 
Carcinogenesis 2010;31:1676-1684.

18 Wang Q, Zhao ZB, Wang G, Hui Z, Wang MH, Pan JF, Zheng H: High expression of KIF26B in breast cancer 
associates with poor prognosis. PLoS One 2013;8:e61640.

19 Li Y, Lu W, Chen D, Boohaker RJ, Zhai L, Padmalayam I, Wennerberg K, Xu B, Zhang W: KIFC1 is a novel 
potential therapeutic target for breast cancer. Cancer Biology & Therapy 2015;16:1316-1322.

20 Hung PF, Hong TM, Hsu YC, Chen HY, Chang YL, Wu CT, Chang GC, Jou YS, Pan SH, Yang PC: The motor 
protein KIF14 inhibits tumor growth and cancer metastasis in lung adenocarcinoma. PLoS One 
2013;8:e61664.

21 Takahashi S, Fusaki N, Ohta S, Iwahori Y, Iizuka Y, Inagawa K, Kawakami Y, Yoshida K, Toda M: 
Downregulation of KIF23 suppresses glioma proliferation. J Neurooncol 2012;106:519-529.

22 Duan H, Zhang X, Wang FX, Cai MY, Ma GW, Yang H, Fu JH, Tan ZH, Fu XY, Ma QL, Wang XY, Lin P: KIF-2C 
expression is correlated with poor prognosis of operable esophageal squamous cell carcinoma male 
patients. Oncotarget 2016;7:80493-80507.

http://dx.doi.org/10.1159%2F000495155


Cell Physiol Biochem 2018;51:1-10
DOI: 10.1159/000495155
Published online: 15 November 2018 10

Cellular Physiology 
and Biochemistry

Cellular Physiology 
and Biochemistry

© 2018 The Author(s). Published by S. Karger AG, Basel
www.karger.com/cpb

Qiao et al.: KIF15 and Lung Cancer Prognosis

23 Wang W, Shi Y, Li J, Cui W, Yang B: Up-regulation of KIF14 is a predictor of poor survival and a novel 
prognostic biomarker of chemoresistance to paclitaxel treatment in cervical cancer. Biosci Rep 
2016;36:e00315.

24 Nagahara M, Nishida N, Iwatsuki M, Ishimaru S, Mimori K, Tanaka F, Nakagawa T, Sato T, Sugihara K, Hoon 
DS, Mori M: Kinesin 18A expression: clinical relevance to colorectal cancer progression. Int J Cancer 
2011;129:2543-2552.

25 Liao W, Huang G, Liao Y, Yang J, Chen Q, Xiao S, Jin J, He S, Wang C: High KIF18A expression correlates with 
unfavorable prognosis in primary hepatocellular carcinoma. Oncotarget 2014;5:10271-10279.

26 Chen QI, Cao B, Nan N, Wang YU, Zhai XU, Li Y, Chong T: Elevated expression of KIF18A enhances cell 
proliferation and predicts poor survival in human clear cell renal carcinoma. Exp Ther Med 2016;12:377-
383.

27 Kasahara M, Nagahara M, Nakagawa T, Ishikawa T, Sato T, Uetake H, Sugihara K: Clinicopathological 
relevance of kinesin family member 18A expression in invasive breast cancer. Oncol Lett 2016;12:1909-
1914.

28 Yu Y, Wang XY, Sun L, Wang YL, Wan YF, Li XQ, Feng YM: Inhibition of KIF22 suppresses cancer cell 
proliferation by delaying mitotic exit through upregulating CDC25C expression. Carcinogenesis 
2014;35:1416-1425.

29 Rath O, Kozielski F: Kinesins and cancer. Nat Rev Cancer 2012;12:527-539.
30 Hou S, Zhou S, Qin Z, Yang L, Han X, Yao S, Ji H: Evidence, Mechanism, and Clinical Relevance of the 

Transdifferentiation from Lung Adenocarcinoma to Squamous Cell Carcinoma. Am J Pathol 2017;187:954-
962.

31 Mayer TU, Kapoor TM, Haggarty SJ, King RW, Schreiber SL, Mitchison TJ: Small molecule inhibitor of mitotic 
spindle bipolarity identified in a phenotype-based screen. Science 1999;286:971-974.

32 Sakowicz R, Finer JT, Beraud C, Crompton A, Lewis E, Fritsch A, Lee Y, Mak J, Moody R, Turincio R, 
Chabala JC, Gonzales P, Roth S, Weitman S, Wood KW: Antitumor activity of a kinesin inhibitor. Cancer Res 
2004;64:3276-3280.

33 Blagden SP, Molife LR, Seebaran A, Payne M, Reid AH, Protheroe AS, Vasist LS, Williams DD, Bowen C, 
Kathman SJ, Hodge JP, Dar MM, de Bono JS, Middleton MR: A phase I trial of ispinesib, a kinesin spindle 
protein inhibitor, with docetaxel in patients with advanced solid tumours. Br J Cancer 2008;98:894-899.

34 Knox JJ, Gill S, Synold TW, Biagi JJ, Major P, Feld R, Cripps C, Wainman N, Eisenhauer E, Seymour L: A phase 
II and pharmacokinetic study of SB-715992, in patients with metastatic hepatocellular carcinoma: a study 
of the National Cancer Institute of Canada Clinical Trials Group (NCIC CTG IND.168). Invest New Drugs 
2008;26:265-272.

35 Tang PA, Siu LL, Chen EX, Hotte SJ, Chia S, Schwarz JK, Pond GR, Johnson C, Colevas AD, Synold TW, Vasist 
LS, Winquist E: Phase II study of ispinesib in recurrent or metastatic squamous cell carcinoma of the head 
and neck. Invest New Drugs 2008;26:257-264.

36 Lee CW, Belanger K, Rao SC, Petrella TM, Tozer RG, Wood L, Savage KJ, Eisenhauer EA, Synold TW, 
Wainman N, Seymour L: A phase II study of ispinesib (SB-715992) in patients with metastatic or recurrent 
malignant melanoma: a National Cancer Institute of Canada Clinical Trials Group trial. Invest New Drugs 
2008;26:249-255.

37 Marcus AI, Peters U, Thomas SL, Garrett S, Zelnak A, Kapoor TM, Giannakakou P: Mitotic kinesin 
inhibitors induce mitotic arrest and cell death in Taxol-resistant and -sensitive cancer cells. J Biol Chem 
2005;280:11569-11577.

38 Yagi N, Manabe I, Tottori T, Ishihara A, Ogata F, Kim JH, Nishimura S, Fujiu K, Oishi Y, Itaka K, Kato Y, 
Yamauchi M, Nagai R: A nanoparticle system specifically designed to deliver short interfering RNA inhibits 
tumor growth in vivo. Cancer Res 2009;69:6531-6538.

39 Jordan MA, Wilson L: Microtubules as a target for anticancer drugs. Nat Rev Cancer 2004;4:253-265.
40 Chen SM, Meng LH, Ding J: New microtubule-inhibiting anticancer agents. Expert Opin Investig Drugs 

2010;19:329-343.
41 Steeg PS: Tumor metastasis: mechanistic insights and clinical challenges. Nat Med 2006;12:895-904.
42 Chambers AF, Groom AC, MacDonald IC: Dissemination and growth of cancer cells in metastatic sites. Nat 

Rev Cancer 2002;2:563-572.

http://dx.doi.org/10.1159%2F000495155

	_Hlk497671702
	_Hlk498965190
	OLE_LINK7
	OLE_LINK8
	_Hlk522806120
	_ENREF_1
	_ENREF_2
	_ENREF_3
	_ENREF_4
	_ENREF_5
	_ENREF_6
	_ENREF_7
	_ENREF_8
	_ENREF_9
	_ENREF_10
	_ENREF_11
	_ENREF_12
	_ENREF_13
	_ENREF_14
	_ENREF_15
	_ENREF_16
	_ENREF_17
	_ENREF_18
	_ENREF_19
	_ENREF_20
	_ENREF_21
	_ENREF_22
	_ENREF_23
	_ENREF_24
	_ENREF_25
	_ENREF_26
	_ENREF_27
	_ENREF_28
	_ENREF_29
	_ENREF_30
	_ENREF_31
	_ENREF_32
	_ENREF_33
	_ENREF_34
	_ENREF_35
	_ENREF_36
	_ENREF_37
	_ENREF_38
	_ENREF_39
	_ENREF_40
	_ENREF_41
	_ENREF_42

	CitRef_1: 
	CitRef_2: 
	CitRef_3: 
	CitRef_4: 
	CitRef_5: 
	CitRef_6: 
	CitRef_7: 
	CitRef_8: 
	CitRef_9: 
	CitRef_10: 
	CitRef_11: 
	CitRef_12: 
	CitRef_13: 
	CitRef_14: 
	CitRef_15: 
	CitRef_16: 
	CitRef_17: 
	CitRef_18: 
	CitRef_19: 
	CitRef_20: 
	CitRef_23: 
	CitRef_24: 
	CitRef_25: 
	CitRef_26: 
	CitRef_27: 
	CitRef_28: 
	CitRef_29: 
	CitRef_30: 
	CitRef_21: 
	CitRef_22: 
	CitRef_31: 
	CitRef_32: 
	CitRef_33: 
	CitRef_34: 
	CitRef_35: 
	CitRef_36: 
	CitRef_37: 
	CitRef_38: 
	CitRef_39: 
	CitRef_40: 
	CitRef_42: 
	CitRef_41: 


