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Abstract 

The diverse tumor cell populations may be the critical roles in relapse and resistance to treatment in 
prostate cancer patients. This study aimed to identify new marker genes and cell subtypes among 
castration-resistant prostate cancer (CRPC) cells. We downloaded single-cell RNA seq profiles 
(GSE67980) from the Gene Expression Omnibus (GEO) database. Principal component (PC) analysis and 
t-Distributed Stochastic Neighbor Embedding (TSNE) analysis were performed to identify marker genes. 
CRPC cells were clustered and annotated. GO and Kyoto Encyclopedia of Genes and Genomes (KEGG) 
analyses among marker genes were performed. A total of 1500 genes with larger standardized variance 
were obtained. The top 20 genes were demonstrated in each identified 20 PCs. PC with P-value < 0.05 
was selected, including PC1, PC7, PC8, and PC14. The TSNE analysis classified cells as two clusters. The 
top 6 genes in cluster 0 included HBB, CCL5, SLITRK4, GZMB, BBIP1, and PF4V1. Plus, the top 6 genes 
in cluster 1 included MLEC, CCT8, CCT3, EPCAM, TMPRSS2, EIF4G2. The GO analysis revealed that 
these marker genes were mainly enriched in RNA catabolic process, translational initiation, 
mitochondrial inner membrane, cytosolic part, ribosome, cell adhesion molecule binding, cadherin 
binding, and structural constituent of ribosome. The KEGG analysis showed that these marker genes 
mainly enriched in metabolism associated pathways, including carbon metabolism, cysteine and 
methionine metabolism, propanoate metabolism, pyruvate metabolism, and citrate cycle pathways. To 
conclude, our results provide essential insights into the spectrum of cellular heterogeneity within human 
CRPC cells. These marker genes, GO terms and pathways may be critical in the development and 
progression of human CRPC. 
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Introduction 
Prostate cancer remains the second leading cause 

of death in men in the US [1-3]. Jeremy et al. [4] has 
conducted a survey concerning global incidence of 
prostate cancer in developing and developed 
countries and revealed that the global incidence of 
prostate cancer has been increasing in most countries, 
especially in Asia, Northern and Western Europe [5]. 
Although the therapeutic strategies for prostate 
cancer are varied, the genetic heterogeneity among 
different prostate cancer patients make the precision 

medicine gradually important and popular in the 
treatment of prostate cancer [6-8]. 

Identification of crucial characterization of 
intratumoral heterogeneity has gradually become a 
hot topic recently, for it is crucial for precision cancer 
management [9, 10]. The standard therapy for 
metastatic prostate cancer remains the androgen 
deprivation therapy (ADT). However, metastatic 
prostate cancer patients will inevitably progress to the 
castration-resistant stage after one or two years’ ADT 
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[11]. Moreover, the time to the castration-resistant 
stage from the beginning of receiving ADT in 
metastatic prostate cancer patients remains diverse 
among different patients [12]. The diverse tumor cell 
populations may be the critical roles in relapse and 
resistance to treatment in prostate cancer patients [13]. 
Hence, there is an unmet need for the identification of 
new biomarkers for guiding the clinical practice. 

Previous studies [13-15] have conducted the 
heterogeneity and molecular complexity among 
prostate cancer patients. Nevertheless, the exploration 
of intra-prostatic genomic complexity, especially 
castration-resistant prostate cancer by utilizing single- 
cell DNA analysis, has not been reported. Single-cell 
RNA-Seq enables urologists to identify the difference 
among each cell [15]. Single-cell RNA-Seq can easily 
illustrate the expression of diverse cellular 
populations. On the one hand, identification of 
marker genes through transcriptional data among 
individual cell is an excellent way to facilitate the 
understanding of tumor heterogeneity and clinical 
practice [16, 17]. On the other hand, the identification 
of cell types from a number of heterogeneous cells is 
an intuitive way of understanding the origin of tumor 
development. 

In this study, we utilized the single-cell RNA seq 
data downloaded from the Gene Expression Omnibus 
(GEO) database to illustrate the marker genes and cell 
subtypes in Castration-resistant prostate cancer cells. 

Methods 
Data download, quality control, data filtering, 
and normalizing 

We downloaded single-cell RNA seq profiles 
(GSE67980) from the Gene Expression Omnibus 
(GEO) database. The data utilized in this study were 
derived from metastatic CRPC patients. The specific 
inclusion criteria could be reviewed in the orginal 
article [18]. In brief, 18 patients with metastatic 
prostate cancer were selected as candidates. Only cells 
with sufficient quality for amplification and 
next-generation RNA sequencing were included in 
the following analyses. Finally, data from 15 patients 
were utilized in this study. We used the package, 
Seurat, for data analysis. Several adjustments were 
utilized to increase the sensitivity to outliers 
specifically. The number of genes in each cell and the 
number of gene sequencing were evaluated. Quality 
control and data filtering were performed 
accordingly. Duplicated gene expression was 
averaged. Genes expression identified in less than 3 
cells were excluded. Cells with less than 50 identified 
gene sequencing were also excluded. The percentage 
of the mitochondrial gene was calculated in this 

study. The number of genes and sequencing, the 
percentage of the mitochondrial gene were showed by 
utilizing a violin plot. Cells with less than 50 genes 
were excluded. Data were then normalized after 
filtering by the above adjustments. The top 1500 genes 
with larger standardized variance were selected for 
the following analyses. The top 10 gene symbols were 
labeled. 

Principal component (PCA) analysis 
PCA was performed by utilizing 1500 screened 

genes with larger standardized variance. The top 20 
principal components were selected for the following 
analysis. The top 20 genes in each principal 
component will be plotted. The overview of PCA and 
heatmaps will be plotted in figures. The P-value of 
each principal component was generated for the 
following analyses. 

TSNE analysis and identification of Marker 
genes 

t-Distributed Stochastic Neighbor Embedding 
(TSNE) analysis was performed after PCA. Cells were 
classified according to different clusters. The marker 
genes in different clusters were then demonstrated by 
utilizing heatmap. The expression level of marker 
genes in each cluster was demonstrated by utilizing a 
violin plot. A bubble plot was used to demonstrate the 
expression level in each cluster. 

Clustering of castration-resistant prostate 
cancer cells 

The castration-resistant prostate cancer cells 
were clustered using the algorithm developed in R 
package “Monocle”. The number of clusters was 
automatically chosen by R package “Monocle”, 
according to the previously described method [19]. 
Two clusters were identified as follows: cluster 0 and 
cluster 1. 

Annotation of cell types 
We utilized the package of “SingleR” to perform 

cell annotation. Identified clusters were annotated. 
Each cell was also annotated. 

GO and KEGG analysis 
GO and Kyoto Encyclopedia of Genes and 

Genomes (KEGG) analyses were conducted by the R 
package of “digest" and “GOplot”. The names of 
marker genes were transferred into gene ID. The 
barplot, bubble plot, circ plot, and cluster plot were 
used to demonstrate the results in different directions. 
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Results 
Data download, quality control, data filtering, 
and normalizing 

A total of fifteen donors contains 108 single cells 
were identified. The X-axis from left to right 
represents each screen donors; the dots in the Figures 
represent each evaluated cell. The Y-axis reflects the 
number of genes in each cell. The distribution of genes 
in each cell was demonstrated in Figure 1A. The cells 
with genes more than 8000 and less than 2000 were 
excluded in this study). The distribution of identified 

gene sequencing was demonstrated in Figure 1B. No 
mitochondria gene was screened in this study (Figure 
1C). 

The X-axis represents the average expression of 
each gene. The Y-axis represents standardized 
variance. Genes with larger standardized variance 
were screened and selected for the following analyses, 
for these genes represent the heterogeneity among 
cells. A total of 1500 genes with larger standardized 
variance were obtained (Figure 2A). The top 10 
standardized variance genes were demonstrated in 
Figure 2B. 

 

 
Figure 1. The outcomes of quality control. (A) The distribution of identified genes in each cell. (B) The distribution of identified gene sequencing. (C) The percentage of 
mitochondrial gene. The X-axis from left to right represents each screen donors; the dots in the Figures represent each evaluated cell. The Y-axis reflects the number of genes 
in each cell. 

 
Figure 2. The outcomes of data filtering and normalizing. (A) A total of 1500 genes with larger standardized variance. (B) The top 10 standardized variance genes in 1500 genes 
were demonstrated. The X-axis represents the average expression of each gene. The Y-axis represents standardized variance. 
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Figure 3. The results of principal component (PC) analysis. (A) The overview distribution of cells of each donor in PC1 and PC2. (B) The P value of each PC. 

 

Principal component analysis (PCA) 
The most variable genes were utilized to 

compute the main sources of variability in this study, 
as demonstrated in the PCA. The aim of PCA was to 
identify the features in these most variable genes. PC1 
and PC2 were the components with the most 
predominant variations. The overview distribution of 
cells of each donor in PC1 and PC2 were 
demonstrated in Figure 3A and the P-value for each 
PC was demonstrated in Figure 3B. Each color 
demonstrated in the Figure 3A was represented to 
different dornors. Each dot in the Figure 3A was 
represented to each cell of different dornors. After 
PCA, a total of 20 PCs were demonstrated in Figure 4. 
The top 20 genes expressed in each PC were also 
demonstrated in Figure 4. The PC1 was regarded as 
one of the most predominant principal components in 
PCA. The top 20 genes were listed as follow: 
DENND4B, KLK3, CCDC14, AR, RCE1, SAE1, 
ZNF577, TXNDC16, AMACR, ASH1L, FBXO41, 
HNRNPC, SBNO1, KRR1, MALAT1, KLK2, 
COMMD2, ZNF254, C22orf29, FAM219B. The 
heatmaps of the top 20 PCs were shown in Figure 5. 
The heatmap of representative genes of PC1 listed in 
Figure 5 were HBB, PF4, NRGN, ALAS2, PPBP, RCE1, 
AR, CCDC14, KLK3, DENND4B. PC with P-value < 
0.05 was selected for the following analysis. The PCA 
results demonstrated that PC1, PC7, PC8, and PC14 
were essential PCs. 

Cell type classification by TSNE analysis and 
identification of marker genes 

The results of the TSNE analysis classified cells 
as two clusters (Figure 6A). After annotation, we 
found that these cells could be classified as cluster 0: 
monocytes, and cluster 1: epithelial cells. Red color 

represents cluster 0 and green color represents cluster 
1. The heatmaps demonstrated the critical genes in 
cluster 0 and cluster 1 (Figure 6B). The representative 
genes in heatmaps were listed as follow: HBB, GNLY, 
NKG7, ALAS2, NRGN, PPBP, DYNLRB1, TUBB1, 
WBSCR22, CCT8, AMACR, PLEKHB2. Then, the top 6 
genes with the highest logFC in cluster 0 were 
demonstrated in Figure 6C, including HBB, CCL5, 
SLITRK4, GZMB, BBIP1, and PF4V1. Plus, the top 6 
genes with the highest logFC in cluster 1 were 
demonstrated in Figure 6C, including MLEC, CCT8, 
CCT3, EPCAM, TMPRSS2, and EIF4G2. For the sake 
of evaluating the expression level of these marker 
genes in both cluster 0 and cluster 1, the violin plot 
(Figure 6D) was utilized to demonstrate the 
expression level in each cluster. The results of violin 
plots demonstrated that the expression levels of 
MLEC, CCT8, CCT3, EPCAM, TMPRSS2, and EIF4G2 
were higher in cluster 1 when compared with cluster 
0. In contrast, the expression level of CCL5 and 
SLITRK4 were higher in cluster 0 when compared 
with cluster 1. The scatter plot (Figure 6E) was used to 
show the distribution of each cell in selected marker 
genes. 

GO and KEGG analysis 
The results of GO analysis revealed that these 

marker genes were mainly enriched in RNA catabolic 
process, translational initiation, mitochondrial inner 
membrane, cytosolic part, ribosome, cell adhesion 
molecule binding, cadherin binding, and structural 
constituent of ribosome (Figure 7A). The top three 
enriched GO terms were demonstrated in the cluster 
plot in Figure 7B. The innermost layer represents gene 
clustering; the interlayer represents the fold change; 
the outermost layer represents the GO terms. The 
genes enriched in each top three GO terms were 
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shown in the chord plot in Figure 7C. The left part of 
Figure 7C represents genes (different color represents 
different fold change); the right part of Figure 7C 
represents GO terms; the chord represents the 
association between genes and GO terms. 

The results of KEGG analysis showed that these 
marker genes mainly enriched in metabolism 
associated pathways, including carbon metabolism, 
cysteine and methionine metabolism, propanoate 
metabolism, pyruvate metabolism, and citrate cycle 
pathways (Figure 7D). The top three enriched KEGG 
pathways were demonstrated in the cluster plot 

(Figure 7E). 

Discussion 
Cancers commonly exhibit tumor heterogeneity 

in the modality of distinguishable phenotypic 
characteristics, like different cellular morphology, 
metabolic types, and gene alterations [9]. It is essential 
to classify cell populations into each subtype 
according to single-cell expression data for analyzing 
tumor heterogeneity. Our scRNAseq analysis of the 
human castration-resistant prostate cancer cells to 
illustrate the marker genes and substantial cell 

 

 
Figure 4. The top 20 principal components (PCs) and top 20 genes expressed in each PC. 
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subtypes. Strikingly, this study identified 1500 genes 
with significantly standardized variance, which 
reflects that the expression pattern of these 1500 genes 
was virtually different among each castration- 
resistant prostate cancer cell. Plus, we identified four 
essential PC, like PC1, PC7, PC8, and PC14. The TSNE 

analysis was used to identify marker genes. The cells 
were classified into two clusters by the TSNE analysis. 
The top 3 genes with the highest logFC in cluster 0 
were HBB, CCL5, and SLITRK4. Plus, the top 3 genes 
with the highest logFC in cluster 1 were MLEC, CCT8, 
and CCT3. 

 

 
Figure 5. The heatmaps of the top 20 principal components. 

 
Figure 6. The results of TSNE analysis and marker genes. (A) The results of the TSNE analysis. (B) The heatmaps demonstrated the critical genes in cluster 0 and cluster 1. (C) 
The top 6 genes with the highest logFC in cluster 0 and cluster 1. (D) The violin plot demonstrated the expression level in each cluster. (E) The scatter plot showed the 
distribution of each cell in selected marker genes. 
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Figure 7. The results of GO and KEGG analysis. (A) The results of GO analysis among identified marker genes. (B) The top three enriched GO terms were demonstrated in the 
cluster plot. (C) The genes enriched in each top three GO terms were shown in the chord plot. (D) The results of KEGG analysis among identified marker genes. (E) The top 
three enriched KEGG pathways were demonstrated in the cluster plot. 

 
Maman et al. [20] reported that HBB could 

suppress the growth and metastasis. Plus, Onda et al. 
[21] demonstrated that the expression of HBB in 
anaplastic thyroid cancer was decreased and recovery 
of its expression inhibited cell growth. However, the 
role of HBB in prostate cancer has not been reported 
yet. CCL5 has been reported extensively in many 
kinds of cancer by previous studies, like breast cancer 
[22-24], non-small-cell lung cancer [25, 26], colorectal 
cancer [27, 28]. Nevertheless, the mechanism of CCL5 
in prostate cancer has not been studied very well. Ji et 
al. [29] demonstrated that miR-589-5p regulates 
prostate cancer cell viability and metastasis by 
targeting CCL-5. Xiang et al. [30] showed that 
Infiltrating CD4+ T cells attenuate chemotherapy 
sensitivity in prostate cancer via CCL5 signaling. Yeh 
et al. [31] demonstrated that via reducing CCL5 in the 
tumor microenvironment, estrogen receptor α in 
cancer-associated fibroblasts could suppress prostate 
cancer invasion. Unfortunately, the role of SLITRK4 
and MLEC in cancer has not been illustrated yet. Qiu 
et al. [32] reported that overexpression of CCT8 might 
be associated with poor outcome of glioma and could 
regulate the proliferation and invasion of 
glioblastomas. Liu et al. [33] showed that CCT3 acts 
upstream of YAP and TFCP2 as a potential target and 

tumor biomarker in liver cancer. 
After that, we performed GO and KEGG 

analyses to explore the function of these marker 
genes. The results demonstrated that these marker 
genes were mainly enriched in RNA catabolic process, 
translational initiation, mitochondrial inner 
membrane, cytosolic part, ribosome, cell adhesion 
molecule binding, cadherin binding, and structural 
constituent of ribosome. Also, the results of KEGG 
analysis showed that these marker genes mainly 
enriched in metabolism associated pathways, 
including carbon metabolism, cysteine and 
methionine metabolism, propanoate metabolism, 
pyruvate metabolism, and citrate cycle pathways. 

Exploring the earliest phases of the origins of 
castration-resistant prostate cancer is essential for 
improving the methods of cancer early detection and 
preventing cancer progression before it transfers into 
a life-threatening disease [9, 34-36]. Previous studies 
[19, 37] have illustrated that intra-tumor 
heterogeneity is central to the biological behaviors of 
tumors. For instance, nearly all patients with 
metastatic prostate cancer patients will evitably 
progress to the castration-resistant stage after one or 
two years’ endocrine therapy [11]. Also, the time to 
castration-resistant from the start of endocrine 
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therapy remains diverse among different patients. 
Tumors are comprised of variable proportions of 
malignant, stromal, and immune components. 
According to the results of cluster trajectory, cluster 0 
was annotated as NK cells, and cluster 1 was 
annotated as epithelial cells. 

To conclude, our results provide essential 
insights into the spectrum of cellular heterogeneity 
within the human castration-resistant prostate cancer 
cells. The identification of marker genes, GO terms, 
and KEGG pathways may play critical roles in the 
development and progression of human castration- 
resistant prostate cancer. 

Acknowledgements 
Funding 

This study was supported by the Young and 
Middle-aged Talents Training Project of Fujian 
Provincial Health Commission (Grant number: 2019- 
ZQN-54), Startup Fund for scientific research, Fujian 
Medical University (Grant number: 2017XQ2041) and 
Startup Fund for scientific research, Fujian Medical 
University (Grant number: 2016QH050). 

Data Availability Statement 
All data generated or analyzed during the 

present study was downloaded from the Gene 
Expression Omnibus (GEO) database. 

Author Contributions 
Conceptualization, Yong Wei and Xue-Yi Xue; 

Data curation, Ning Lin, Xiao-Dan Lin and Ting-Ting 
Lin; Funding acquisition, Yu-Peng Wu, Ning Xu and 
Yun-Zhi Lin; Investigation, Peng Huang and Zhi-Bin 
Ke; Methodology, Yong Wei and Xue-Yi Xue; Project 
administration, Ning Xu; Software, Shao-Hao Chen; 
Validation, Qing-Shui Zheng; Visualization, Yong 
Wei; Writing – original draft, Ning Lin, Xiao-Dan Lin, 
Ting-Ting Lin; Writing – review & editing, Rong-Jin 
Lin and Ning Xu. 

Competing Interests 
The authors have declared that no competing 

interest exists. 

References 
1. Siegel RL, Miller KD, Jemal A. Cancer statistics, 2020. CA: A Cancer Journal for 

Clinicians. 2020;70(1):7-30. 
2. Xu N, Wu Y-P, Yin H-B, Xue X-Y, Gou X. Molecular network-based 

identification of competing endogenous RNAs and mRNA signatures that 
predict survival in prostate cancer. Journal of Translational Medicine. 
2018;16(1):274-274. 

3. Xu N, Wu Y-P, Ke Z-B, Liang Y-C, Cai H, Su W-T, et al. Identification of key 
DNA methylation-driven genes in prostate adenocarcinoma: an integrative 
analysis of TCGA methylation data. Journal of Translational Medicine. 
2019;17(1):311-311. 

4. Teoh JYC, Hirai HW, Ho JMW, Chan FCH, Tsoi KKF, Ng CF. Global incidence 
of prostate cancer in developing and developed countries with changing age 
structures. PloS One, 2019;14(10): e0221775. 

5. Wong MCS, Goggins WB, Wang HHX, Fung FDH, Leung C, Wong SYS, et al. 
Global Incidence and Mortality for Prostate Cancer: Analysis of Temporal 
Patterns and Trends in 36 Countries. European Urology. 2016;70(5):862-874. 

6. Meng Y, Sun J, Qu N, Zhang G, Yu T, Piao H. Application of Radiomics for 
Personalized Treatment of Cancer Patients. Cancer Management and 
Research. 2019;11:10851-10858. 

7. Aoun F, Rassy EE, Assi T, Kattan J. Personalized treatment of prostate cancer: 
better knowledge of the patient, the disease and the medicine. Future 
Oncology. 2016;12(20):2359-2361. 

8. Oliveira KCS, Ramos IB, Silva JMC, Barra WF, Riggins GJ, Palande V, et al. 
Current Perspectives on Circulating Tumor DNA, Precision Medicine, and 
Personalized Clinical Management of Cancer. Molecular Cancer Research. 
2020;18(4):517-528. 

9. Gan Y, Li N, Zou G, Xin Y, Guan J. Identification of cancer subtypes from 
single-cell RNA-seq data using a consensus clustering method. BMC Medical 
Genomics. 2018;11(Suppl 6):117. 

10. Meacham CE, Morrison SJ. Tumour heterogeneity and cancer cell plasticity. 
Nature. 2013;501(7467):328-37. 

11. Josefsson A, Larsson K, Freyhult E, Damber J-E, Welén K. Gene Expression 
Alterations during Development of Castration-Resistant Prostate Cancer Are 
Detected in Circulating Tumor Cells. Cancers. 2019;12(1):39. 

12. Lin T-T, Chen Y-H, Wu Y-P, Chen S-Z, Li X-D, Lin Y-Z, et al. Risk factors for 
progression to castration-resistant prostate cancer in metastatic prostate cancer 
patients. Journal of Cancer. 2019;10(22):5608-5613. 

13. Alexander J, Kendall J, McIndoo J, Rodgers L, Aboukhalil R, Levy D, et al. 
Utility of Single-Cell Genomics in Diagnostic Evaluation of Prostate Cancer. 
Cancer Research. 2018;78(2):348-358. 

14. Cooper CS, Eeles R, Wedge DC, Van Loo P, Gundem G, Alexandrov LB, et al. 
Analysis of the genetic phylogeny of multifocal prostate cancer identifies 
multiple independent clonal expansions in neoplastic and morphologically 
normal prostate tissue. Nature Genetics. 2015;47(4):367-372. 

15. Lambros MB, Seed G, Sumanasuriya S, Gil V, Crespo M, Fontes M, et al. 
Single-Cell Analyses of Prostate Cancer Liquid Biopsies Acquired by 
Apheresis. Clinical Cancer Research. 2018;24(22):5635-5644. 

16. Chung W, Eum HH, Lee H-O, Lee K-M, Lee H-B, Kim K-T, et al. Single-cell 
RNA-seq enables comprehensive tumour and immune cell profiling in 
primary breast cancer. Nature Communications. 2017;8:15081. 

17. Papalexi E, Satija R. Single-cell RNA sequencing to explore immune cell 
heterogeneity. Nature reviews. Immunology. 2018;18(1):35-45. 

18. Miyamoto DT, Zheng Y, Wittner BS, Lee RJ, Zhu H, Broderick KT, et al. 
RNA-Seq of single prostate CTCs implicates noncanonical Wnt signaling in 
antiandrogen resistance. Science. 2015;349(6254):1351-6. 

19. Karaayvaz M, Cristea S, Gillespie SM, Patel AP, Mylvaganam R, Luo CC, et al. 
Unravelling subclonal heterogeneity and aggressive disease states in TNBC 
through single-cell RNA-seq. Nature Communications. 2018;9(1):3588. 

20. Maman S, Sagi-Assif O, Yuan W, Ginat R, Meshel T, Zubrilov I, et al. The Beta 
Subunit of Hemoglobin (HBB2/HBB) Suppresses Neuroblastoma Growth and 
Metastasis. Cancer Research. 2017;77(1):14-26. 

21. Onda M, Akaishi J, Asaka S, Okamoto J, Miyamoto S, Mizutani K, et al. 
Decreased expression of haemoglobin beta (HBB) gene in anaplastic thyroid 
cancer and recovery of its expression inhibits cell growth. British Journal of 
Cancer. 2005;92(12):2216-24. 

22. Fujimoto Y, Inoue N, Morimoto K, Watanabe T, Hirota S, Imamura M, et al. 
Significant association between high serum CCL5 levels and better 
disease-free survival of patients with early breast cancer. Cancer Science. 
2020;111(1):209-218. 

23. Shan J, Chouchane A, Mokrab Y, Saad M, Boujassoum S, Sayaman RW, et al. 
Genetic Variation in CCL5 Signaling Genes and Triple Negative Breast Cancer: 
Susceptibility and Prognosis Implications. Frontiers in Oncology. 2019;9:1328. 

24. Derossi DR, Amarante MK, Guembarovski RL, de Oliveira CEC, Suzuki KM, 
Watanabe MAE, et al. CCL5 protein level: influence on breast cancer staging 
and lymph nodes commitment. Molecular Biology Reports. 
2019;46(6):6165-6170. 

25. Lu Y, Luan XR. miR-147a suppresses the metastasis of non-small-cell lung 
cancer by targeting CCL5. Journal of International Medical Research. 
2019:300060519883098. 

26. Kim HJ, Park J, Lee SK, Kim KR, Park KK, Chung WY. Loss of RUNX3 
expression promotes cancer-associated bone destruction by regulating CCL5, 
CCL19 and CXCL11 in non-small cell lung cancer. Journal of Pathology. 
2015;237(4):520-31. 

27. Liu C, Yao Z, Wang J, Zhang W, Yang Y, Zhang Y, et al. Macrophage-derived 
CCL5 facilitates immune escape of colorectal cancer cells via the 
p65/STAT3-CSN5-PD-L1 pathway. Cell Death & Differentiation. 
2020;27(6):1765-1781. 

28. Üçüncü M, Serilmez M, Sarı M, Bademler S, Karabulut S. The Diagnostic 
Significance of PDGF, EphA7, CCR5, and CCL5 Levels in Colorectal Cancer. 
Biomolecules. 2019;9(9):464. 

29. Ji L, Jiang X, Mao F, Tang Z, Zhong B. miR‑589‑5p is downregulated in 
prostate cancer and regulates tumor cell viability and metastasis by targeting 
CCL‑5. Molecular Medicine Reports. 2019;20(2):1373-1382. 

30. Xiang P, Jin S, Yang Y, Sheng J, He Q, Song Y, et al. Infiltrating CD4+ T cells 
attenuate chemotherapy sensitivity in prostate cancer via CCL5 signaling. 
Prostate. 2019;79(9):1018-1031. 

31. Yeh CR, Slavin S, Da J, Hsu I, Luo J, Xiao GQ, et al. Estrogen receptor α in 
cancer associated fibroblasts suppresses prostate cancer invasion via reducing 



 Journal of Cancer 2021, Vol. 12 

 
http://www.jcancer.org 

1257 

CCL5, IL6 and macrophage infiltration in the tumor microenvironment. 
Molecular Cancer. 2016;15:7. 

32. Qiu X, He X, Huang Q, Liu X, Sun G, Guo J, et al. Overexpression of CCT8 and 
its significance for tumor cell proliferation, migration and invasion in glioma. 
Pathology-Research and Practice. 2015;211(10):717-25. 

33. Liu Y, Zhang X, Lin J, Chen Y, Qiao Y, Guo S, et al. CCT3 acts upstream of YAP 
and TFCP2 as a potential target and tumour biomarker in liver cancer. Cell 
Death & Disease. 2019;10(9):644. 

34. Chen J, Renia L, Ginhoux F. Constructing cell lineages from single-cell 
transcriptomes. Molecular Aspects of Medicine. 2018;59:95-113. 

35. Andrews TS, Hemberg M. Identifying cell populations with scRNASeq. 
Molecular Aspects of Medicine. 2018;59:114-122. 

36. Nguyen QH, Pervolarakis N, Blake K, Ma D, Davis RT, James N, et al. 
Profiling human breast epithelial cells using single cell RNA sequencing 
identifies cell diversity. Nature Communications. 2018;9(1):2028. 

37. Ocasio J, Babcock B, Malawsky D, Weir SJ, Loo L, Simon JM, et al. scRNA-seq 
in medulloblastoma shows cellular heterogeneity and lineage expansion 
support resistance to SHH inhibitor therapy. Nature Communications. 
2019;10(1):5829. 


