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Background

Cyclin-dependent kinase 1 (CDK1) plays a crucial role in regulating the cell cycle, yet its clinical relevance and molecular mechanisms in breast cancer remain insufficiently characterized. This study aimed to comprehensively evaluate CDK1 expression, prognostic value, and biological functions in breast cancer through integrated bioinformatics and experimental analyses.





Methods

Transcriptomic and clinical data from The Cancer Genome Atlas (TCGA) were analyzed to assess CDK1 expression, diagnostic efficacy, and survival associations. Immune infiltration and tumor mutation burden (TMB) were evaluated using TIMER and CIBERSORT algorithms. Single-cell RNA sequencing data from TISCH2 were employed to examine cell-type-specific expression. Functional experiments, including shRNA-mediated CDK1 knockdown, Western blotting, and CCK-8 assays, were performed to validate its biological role in MDA-MB-231 cells.





Results

CDK1 expression was elevated in breast cancer tissues compared with normal controls and exhibited high diagnostic accuracy (AUC = 0.978). Elevated CDK1 levels were associated with HER2-, ER-, and PR-negative subtypes and enriched in Basal-like breast cancer. Patients with high CDK1 expression showed poorer disease-specific survival (HR = 1.67, p = 0.024). Immune analysis revealed positive correlations between CDK1 and immune cell infiltration, particularly CD4+ memory T cells, CD8+ T cells, etc. as well as a moderate association with TMB. Single-cell analysis indicated that CDK1 was preferentially expressed in CD8+ T cells and M1 macrophages. Mechanistically, CDK1 knockdown reduced AKT phosphorylation and downregulated Cyclin D1, A, and E1, leading to suppressed proliferation of breast cancer cells.





Conclusion

CDK1 acts as a multifaceted oncogenic factor in breast cancer, contributing to tumor growth and immune modulation. Its overexpression is linked to poor prognosis and enhanced immune infiltration, underscoring its potential as a diagnostic and therapeutic target. Targeting CDK1 or its downstream signaling pathways may offer novel strategies, particularly for aggressive subtypes such as Basal-like or triple-negative breast cancer.
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Introduction

Cell cycle regulation is a key biological process that controls cell division, growth, and replication. CDK1, a cyclin-dependent kinase, plays a crucial role in driving the G2/M transition of the cell cycle by forming complexes with cyclins, primarily cyclin B1, to initiate mitosis. Dysregulation of CDK1 is frequently linked to uncontrolled cell proliferation and tumor development, positioning it as a vital player in cancer biology (1, 2). In particular, breast cancer, one of the most prevalent cancers in women, exhibits abnormal regulation of many cell cycle regulators (3–5). In fact, recent advances in genomics have facilitated the identification of important molecular markers implicated in breast cancer progression, among which CDK1 has emerged as a rising star (6–8). Beyond its canonical role in cell cycle progression, CDK1 may also participate in other crucial pathways, including DNA damage repair and modulation of the tumor immune microenvironment (9, 10). These findings suggest that CDK1 may play a multifaceted role in tumor progression, and its inhibition could offer multiple therapeutic benefits (11, 12). Breast cancer has been considered as one of the most commonly diagnosed cancer types in female globally (13–15). Similar to many of the other cancer types, breast cancer also has a high heterogeneity. Thereby, it is subdivided into many molecular subtypes, each with distinct genetic features, clinical outcomes, and treatment responses (16–21). Such molecular classifications are primarily based on the expression of hormone receptors, including estrogen receptor (ER), progesterone receptor (PR), and human epidermal growth factor receptor 2 (HER2). Furthermore, a set of 50 biomarkers in termed of PAM50 can categorize breast cancer into luminal A, luminal B, HER2-positive, basal, and normal-like subtypes (22). With such a complexity of breast cancer, although the mortality rate has decreased in recent years, the treatment modality of breast cancer remains a huge challenge and is subject to uncertainty. Therefore, the discovery of new molecular mechanisms is crucial for the development of therapeutic targets. Therefore, in the present study, we analyzed CDK1 expression in breast cancer using RNA-sequencing data from The Cancer Genome Atlas (TCGA) to compare its expression in normal and tumor tissues. We also evaluated the diagnostic potential of CDK1 by constructing receiver operating characteristic (ROC) curves. In parallel, we assessed the functional role of CDK1 in breast cancer cell viability through CDK1 knockdown experiments. Additionally, we explored the relationship between CDK1 expression and different breast cancer subtypes, focusing on ER, PR, HER2 status, and PAM50 molecular classifications.





Materials and methods




Data collection and processing

Bulk RNA-sequencing data for Breast invasive carcinoma (TCGA-BRCA) were obtained from the TCGA database (release 2022.08). A total of 1,226 RNA-seq samples processed using the STAR workflow and normalized to TPM values were included. Among them, 113 were adjacent normal samples, and 1,226 were tumor samples. Clinical data were available for 1,098 cases, while 1,198 RNA-seq profiles contained corresponding or partially matched clinical information. Additionally, 18 RNA-seq samples originated from the same patient and were used only for consistency checks to avoid duplication bias. For survival and immune correlation analyses, only samples with both RNA-seq and complete clinical information (n = 1,098) were retained. The single-cell RNA-seq data presented in Figure 1D were obtained from the TISCH2 database (http://tisch.comp-genomics.org/), which includes annotated immune and stromal cell populations from human breast tumors. CDK1 expression levels were visualized across CD8+ T cells, M1 macrophages, and regulatory T cells using normalized log2(TPM + 1) values provided by the platform. Detailed source data could be found on its sub-webpages entitled “Documentation” (http://tisch.comp-genomics.org/documentation/). All statistical analyses were performed using R software (version 4.2.1). The following packages were employed: ggplot2 (v3.4.4) for data visualization, stats (v4.2.1) and car (v3.1-0) for statistical tests. Appropriate statistical methods were selected according to the distribution and characteristics of the data; analyses not meeting statistical assumptions were excluded. The Kruskal–Wallis test was used to compare differences between multiple groups. If not specified, in all the mentioned analyses, P-values < 0.05 considered statistically significant and represented by * in the figures. Furthermore, **: P-values < 0.01, ***: P-values < 0.001, if any.
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Figure 1 | Interaction between CDK1 and the tumor immune microenvironment of breast cancer. (A) Correlation heatmap between CDK1 expression and various immune cell types in the tumor microenvironment. (B) Violin plot demonstrating the difference of immune cell infiltration between high- and low- CDK1 expression groups. (C) Correlation between CDK1 expression and TMB, indicating a positive relationship. (D) Single-cell RNA-seq analysis showing a strong association between CDK1 expression and proliferating T cells. Spearman correlation was used to evaluate associations between CDK1 expression and immune parameters. The Wilcoxon rank-sum test was applied for group comparisons. *: P-values < 0.05, **: P-values < 0.01. ns, Not significant.





Differential expression analysis

The differentially expressed genes were extracted using the Limma algorithm, and the filtering conditions were set to Adjusted P-values < 0.05, |Log2 Fold Change| > 1.





Survival analysis

The mean CDK1 expression level was used to divide the samples into high expression group and low expression group, and Kaplan-Meier analysis was performed using the R package “survival”.





Tumor immune microenvironment assessment

The Tumor Immune Assessment Resource (TIMER) and CIBERSORT algorithms were used to compare the infiltration levels of various immune cells between the CDK1 high expression and low expression groups.





Cell culture

MCF-10A cells were maintained in DMEM/F12 medium (Gibco) supplemented with 5% horse serum, 20 ng/mL epidermal growth factor (EGF), 0.5 μg/mL hydrocortisone, 100 ng/mL cholera toxin, and 10 μg/mL insulin. MDA-MB-231 cells were cultured in high-glucose DMEM (Gibco) containing 10% fetal bovine serum (FBS) and 1% penicillin-streptomycin. All cells were incubated at 37 °C in a humidified atmosphere containing 5% CO2. Cells were routinely subcultured at 70–80% confluence using 0.25% trypsin-EDTA, and all experiments were performed with cells passaged for fewer than six months. Cell line authentication was confirmed by short tandem repeat (STR) profiling, and mycoplasma contamination was excluded by PCR-based testing prior to experimental use.





Plasmid transfection

To knock down CDK1 expression in MDA-MB-231 cells, a CDK1 shRNA expression plasmid (200 ng/μL) was transfected using Lipo8000™ transfection reagent (Beyotime, China) according to the manufacturer’s instructions. Briefly, MDA-MB-231 cells were seeded into 6-well plates at a density of 2 × 105 to 7 × 105 cells per well and cultured for 18–24 hours to reach 70–80% confluence at the time of transfection. On the day of transfection, the culture medium was replaced with 2 mL of fresh complete medium (high-glucose DMEM supplemented with 10% fetal bovine serum and 1% penicillin-streptomycin). For each well, 125 μL of serum- and antibiotic-free high-glucose DMEM was added to a sterile microcentrifuge tube, followed by 100 pmol of CDK1 shRNA plasmid (equivalent to 500 ng in 2.5 μL). The mixture was gently pipetted to mix. Then, 4 μL of Lipo8000™ was added, and the mixture was gently pipetted again. The transfection complex was incubated at room temperature for 20 minutes to allow complex formation. The 125 μL transfection mixture was then added dropwise to each well and evenly distributed by gently rocking the plate. Cells were incubated under standard conditions (37 °C, 5% CO2) for continued culture. At 48 hours post-transfection, GFP fluorescence was observed using a fluorescence microscope to evaluate transfection efficiency.





Real-time quantitative PCR

Total RNA was extracted using Trizol reagent (Vazyme), and its concentration and purity were determined with a spectrophotometer. Complementary DNA (cDNA) synthesis was performed using the PrimeScript RT reagent kit (Vazyme) following the manufacturer’s protocol. Quantitative PCR was conducted on a LightCycler 96 Real-Time PCR System (Roche). Gene expression levels were calculated using the 2^−ΔΔCt method, with GAPDH serving as the internal control. All reactions were carried out in triplicate to ensure reproducibility. The primer sequences for CDK1 were as follows: Forward: 5’-CCTTTAGCGCGGATCTACC-3’, Reverse: 5’-GGAACCCCTTCCTCTTCACT-3’.





Cell viability assay

Cell viability was assessed using the CCK-8 Cell Counting Kit (Vazyme). Cells were seeded in a 96-well opaque plate, and luminescence was measured using the GloMax-Multi Detection System (Promega) according to the manufacturer’s instructions. The percentage of cell viability was calculated based on the recorded luminescence.





Statistical analysis

All experiments were conducted at least three times, and data are presented as mean ± standard error of the mean (SEM). Statistical analysis was performed using GraphPad software. Student’s t-test was used for comparisons between groups, with P-values < 0.05 considered statistically significant. Wilcoxon rank-sum tests were employed to assess differences in continuous target or class variables in cell subgroups.






Results




CDK1 is abnormally upregulated in breast cancer tumor tissues

First, we compared the expression levels of CDK1 in normal tissues and tumor tissues by analyzing the RNA-sequencing data (Level 3) for the breast cancer cohort from TCGA. In normal tissues, the expression of CDK1 is concentrated in a lower range, while the expression in tumor tissues is upregulated (Figure 2A). Paired analysis further demonstrated the expression differences between normal and tumor tissues in each pair of samples, with CDK1 expression generally higher in tumor samples (Figure 2B). We then used ROC curves to evaluate the predictive performance of CDK1 in tumor diagnosis and found that CDK1 showed a high classification ability with an AUC up to 0.978 (Figure 2C).
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Figure 2 | Expression analysis of CDK1 in normal and tumor tissues. (A) Comparison of CDK1 expression between normal and tumor tissues, showing higher expression in tumor tissues. (B) Paired analysis of CDK1 expression in normal versus tumor tissues, with most tumor samples exhibiting increased expression. (C) ROC curve demonstrating the high predictive accuracy of CDK1 for distinguishing between normal and tumor tissues. Statistical analysis was performed using the Wilcoxon rank-sum test (unpaired) and Wilcoxon signed-rank test (paired). ***: P-values <0.001.





CDK1 dysregulated in breast cancer cell line

We found that the high expression of CDK1 in the breast cancer cell line (MCF-7) was different from that in the normal breast epithelial cell line (MDA-MB-231), suggesting its potentially important role in breast cancer (Figure 3).

[image: Bar graph comparing CDK1 mRNA levels between MCF-10a and MDA-MB-231 cell lines. MCF-10a has lower relative mRNA levels, indicated by a black bar, compared to MDA-MB-231 in red. Asterisks denote statistical significance.]
Figure 3 | Expression of CDK1 in MCF-10a and MDA-MB-231 cell lines. Statistical significance was determined using student’s t-test. ****: P-values <0.0001.





CDK1 may play an important role in the molecular subtyping of breast cancer

We also investigated the expression levels of CDK1 in different breast cancer subgroups and its diagnostic efficacy. In the analysis of HER2 status (Figure 4A), it was found that the expression level of CDK1 in HER2-negative patients was higher than that in HER2-positive patients, suggesting that CDK1 may play a more important role in HER2-negative breast cancer. Similarly, the expression of CDK1 was elevated in the estrogen receptor (ER) and progesterone receptor (PR) negative groups (Figures 4B, C). ER-negative and PR-negative breast cancer usually have a poor prognosis, and high expression of CDK1 may be closely related to the biological characteristics of these malignant subtypes. The expression of CDK1 also showed obvious distribution differences in different PAM50 breast cancer subtypes (Figure 4D). The Basal subtype has the highest CDK1 expression levels, while the LumA subtype and normal-like tissues have the lowest expression. This differential expression pattern further suggests that CDK1 may play an important role in the molecular subtyping of breast cancer.

[image: Violin plots and ROC curves analyzing CDK1 expression in various cancer statuses. (A) Violin plot of CDK1 against HER2 status with ROC curve (AUC: 0.601). (B) Violin plot of CDK1 against ER status with ROC curve (AUC: 0.688). (C) Violin plot of CDK1 against PR status with ROC curve (AUC: 0.666). (D) Violin plot shows PAM50 subtypes with an ROC curve (AUC: 0.819) indicating strong performance in distinguishing subtypes.]
Figure 4 | The expression differences and diagnostic efficacy of CDK1 in different clinical characteristics and subtypes of breast cancer. (A) Comparison of CDK1 expression in HER2-positive and HER2-negative patients. (B) CDK1 expression in estrogen receptor (ER)-positive and estrogen receptor (ER)-negative patients. (C) CDK1 expression in progesterone receptor (PR)-positive and progesterone receptor (PR)-negative patients. (D) CDK1 expression in different PAM50 subtypes. Statistical analysis was performed using the Wilcoxon rank-sum test (for two-group comparisons) or the Kruskal–Wallis test (for multi-group comparisons). ***: P-values <0.001. ns, Not significant.





Survival indicators in high and low CDK1 expression groups

The disease-specific survival (DSS) of patients with high CDK1 expression was worse than that of patients with low expression, with a hazard ratio (HR) of 1.67, and the difference was statistically significant (Figure 5A). The ROC curve further demonstrates the predictive ability of CDK1 at different time points. The 1-year AUC value is 0.746, and the 3-year and 5-year AUC values ​​are 0.623 and 0.596 respectively.

[image: Three sets of graphs labeled A, B, and C display survival data. Each set includes a Kaplan-Meier plot on the left and a ROC curve on the right. (A) shows disease-specific survival; higher CDK1 expression relates to decreased survival probability. ROC curve shows one, three, and five-year AUC values: 0.746, 0.623, 0.596. (B) depicts overall survival; HR indicates a lower significant impact, with one, three, and five-year AUCs: 0.653, 0.588, 0.560. (C) illustrates progression-free interval; minimal HR impact with AUCs: 0.529, 0.515, 0.549.]
Figure 5 | Differences in different survival indicators between patients with high and low expression of CDK1. (A–C) The left panels demonstrating the KM curves upon high and low CDK1 expression levels in DSS, OS, and PFI, respectively, while the right panels demonstrating the matching ROC analyses in 1, 2, and 3 years, respectively. Kaplan–Meier survival curves were compared using the log-rank test, and hazard ratios (HR) were calculated by univariate Cox regression.

Meanwhile, although the high expression group also showed a worse trend in overall survival (OS), it did not reach statistical significance (Figure 5B).

Similarly, the progression-free survival (PFI) analysis showed that the survival time of the high expression group was also shorter, but the difference was not significant (Figure 5C).





CDK1 expression positively correlates with TMB and T cell proliferation

In order to further understand the role of CDK1 in breast cancer, especially its role in the tumor immune microenvironment, we analyzed the relationship between different immune cell subtypes and CDK1 expression. The correlation heat map shows that high expression of CDK1 is positively correlated with infiltration of various immune cells, especially CD4+ memory T cells, CD8+ T cells, etc. (Figure 1A). These immune cell types are often closely associated with anti-tumor immune responses, suggesting that high expression of CDK1 may affect breast cancer progression by regulating the activity of these immune cells. We further analyzed the differences in immune cell enrichment between CDK1 high and low expression groups (Figure 1B). The results show that the enrichment degree of various immune cells in the high expression group is increased. These observations support that CDK1 may affect the immune microenvironment and patient prognosis of breast cancer by regulating immune cell infiltration. Tumor mutation burden (TMB) is a measure of a tumor’s genetic complexity by assessing the total number of mutations in its genome. Through correlation analysis, it can be observed that there is a certain positive correlation between the high expression of CDK1 and TMB (Figure 1C). This means that CDK1 may have more active expression in tumors with high mutation load, suggesting that it may be associated with increased tumor mutation levels. In addition, single-cell RNA sequencing analysis revealed the specific expression pattern of CDK1 in different immune cell subsets, especially in CD8+ T cells and M1 macrophages, where the expression of CDK1 was upregulated. This further supports the potential role of CDK1 in regulating anti-tumor immune responses (Figure 1D).





CDK1 knockdown suppresses AKT activation and cyclin expression, leading to reduced breast cancer cell proliferation

Knockdown of CDK1 did not alter the total AKT protein level but markedly reduced its phosphorylation. In parallel, Cyclin D1 expression was suppressed, followed by a decrease in Cyclin A and Cyclin E1 levels (Figure 6). Consistently, CCK-8 assays demonstrated that CDK1 knockdown impaired the proliferative capacity of breast cancer cells (Figure 6). Together, these findings indicate that CDK1 promotes breast cancer cell proliferation primarily by sustaining AKT activation and maintaining the expression of key cell cycle regulators. Original western blot images can be found in Supplementary Material S1.
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Figure 6 | Knockdown of CDK1 decreases AKT phosphorylation and Cyclin D1/A/E1 expression, thereby inhibiting breast cancer cell proliferation. Statistical significance was determined using Student’s t-test; data are presented as mean ± SEM of three independent experiments. ***: P-values <0.001.






Discussion

In this study, we systematically analyzed the expression pattern, clinical relevance, and functional implications of CDK1 in breast cancer. Our data demonstrated that CDK1 is upregulated in tumor tissues compared with normal breast tissues, both in TCGA datasets and breast cancer cell lines. This consistent overexpression suggests that CDK1 may function as an oncogenic driver in breast cancer progression. The ROC analysis further confirmed its strong diagnostic potential, highlighting CDK1 as a promising biomarker for distinguishing malignant from normal tissues.

Notably, CDK1 expression was elevated in HER2-, ER-, and PR-negative subgroups, especially in the Basal-like subtype, which is typically characterized by poor prognosis and limited therapeutic options. This suggests that CDK1 may contribute to the aggressive biological behavior of these subtypes. Given the association between high CDK1 levels and worse disease-specific survival, CDK1 may serve as a valuable prognostic indicator. Although its impact on overall and progression-free survival did not reach statistical significance, the consistent trend toward poor outcomes in the high-expression group underscores its potential clinical importance. The lack of statistical significance for OS and PFI may reflect differences in endpoint definitions and follow-up duration, as DSS specifically measures tumor-related mortality, while OS and PFI can be influenced by non-cancer-related deaths and post-treatment variability.

Mechanistically, CDK1 appears to influence the tumor immune microenvironment (23–27). Our immune infiltration analysis revealed that CDK1 expression positively correlates with the abundance of multiple immune cell types (28–30). These findings imply that CDK1 might modulate immune cell activity, thereby shaping tumor-immune interactions. The observed positive correlation with TMB further indicates that CDK1 may be associated with genomic instability, a feature often linked to tumor aggressiveness and immunogenicity (31–36). Moreover, single-cell RNA-seq data revealed that CDK1 is preferentially expressed in proliferating T cells and M1 macrophages, reinforcing its possible role in immune regulation and tumor-host interactions. It is plausible that CDK1 may regulate immune cell recruitment through modulation of cell cycle–dependent cytokine expression or AKT-mediated immune signaling.

From a mechanistic standpoint, CDK1 knockdown reduced AKT phosphorylation and downregulated Cyclin D1, A, and E1, leading to suppressed breast cancer cell proliferation. This suggests that CDK1 promotes tumor growth primarily through sustaining AKT activation and maintaining the cell cycle machinery. The AKT pathway is a central regulator of cell proliferation and survival; thus, its suppression upon CDK1 knockdown provides a plausible explanation for the observed growth inhibition. These findings also align with prior studies reporting crosstalk between CDK1 activity and AKT signaling in various cancers.

Taken together, our results indicate that CDK1 acts as a multifaceted oncogene in breast cancer, contributing to tumor progression through both cell-intrinsic and immune-related mechanisms. The integration of transcriptomic, clinical, and functional evidence underscores CDK1’s potential as a diagnostic and therapeutic target. Nevertheless, further validation in larger clinical cohorts and mechanistic studies are needed to clarify the upstream regulatory factors and downstream effectors of CDK1. Due to funding and resource limitations, the current study focused mainly on in vitro assays. Future research involving in vivo xenograft models and rescue experiments will be essential to further substantiate the causal relationship between CDK1 and AKT signaling. In addition, exploring pharmacological inhibitors targeting CDK1 or its associated pathways could provide novel therapeutic strategies, particularly for patients with triple-negative or Basal-like breast cancer.





Conclusion

In conclusion, CDK1 overexpression is closely associated with malignant progression, poor survival, immune infiltration, and AKT-driven proliferation in breast cancer. Targeting CDK1 may therefore represent a promising avenue for both prognostic assessment and therapeutic intervention in this disease.





Data availability statement

The datasets presented in this study can be found in online repositories. The names of the repository/repositories and accession number(s) can be found in the article/Supplementary Material.





Ethics statement

Ethical approval was not required for the studies on humans in accordance with the local legislation and institutional requirements because only commercially available established cell lines were used.





Author contributions

HZe: Formal analysis, Software, Visualization, Writing – review & editing. MZ: Data curation, Project administration, Supervision, Writing – review & editing. BL: Investigation, Resources, Supervision, Writing – review & editing. FC: Conceptualization, Resources, Writing – original draft, Writing – review & editing. ML: Project administration, Writing – review & editing. HW: Data curation, Investigation, Project administration, Supervision, Validation, Visualization, Writing – original draft. RW: Conceptualization, Formal analysis, Funding acquisition, Investigation, Supervision, Validation, Visualization, Writing – original draft, Writing – review & editing. HZh: Project administration, Writing – original draft, Writing – review & editing.





Funding

The author(s) declare financial support was received for the research and/or publication of this article. This work was supported by the Joint Funds for the Innovation of Science and Technology of Fujian Province, China (NO.2023Y9302), Special Grant for Education and Scientific Research of Fujian Provincial Department of Finance (Min Cai Zhi (2024) 881), Clinical Research Project for Optimizing the Breast Cancer Diagnostic and Therapeutic Pathway Based on a Multi-Omics Strategy (NO.WKZW2025RL0144).




Acknowledgments

We would like to acknowledge TCGA repository and relevant organizations for the high-quality data shared publicly, which with no doubt will help, and in fact has been helping improve significantly the advancement of medical science.





Conflict of interest

The authors declare that the research was conducted in the absence of any commercial or financial relationships that could be construed as a potential conflict of interest.





Generative AI statement

The author(s) declare that no Generative AI was used in the creation of this manuscript.

Any alternative text (alt text) provided alongside figures in this article has been generated by Frontiers with the support of artificial intelligence and reasonable efforts have been made to ensure accuracy, including review by the authors wherever possible. If you identify any issues, please contact us.





Supplementary material

The Supplementary Material for this article can be found online at: https://www.frontiersin.org/articles/10.3389/fonc.2025.1591706/full#supplementary-material




References

	 Massacci G, Perfetto L, Sacco F. The Cyclin-dependent kinase 1: more than a cell cycle regulator. Br J Cancer. (2023) 129:1707–16. doi: 10.1038/s41416-023-02468-8, PMID: 37898722


	 Jones MJ, Jones MC. Cell cycle control by cell-matrix interactions. Curr Opin Cell Biol. (2024) 86:102288. doi: 10.1016/j.ceb.2023.102288, PMID: 38056140


	 Fernández PL, Jares P, Rey MJ, Campo E, Cardesa A. Cell cycle regulators and their abnormalities in breast cancer. Mol pathology: MP. (1998) 51:305–9. doi: 10.1136/mp.51.6.305, PMID: 10193510


	 Sutherland RL, Musgrove EA. Cyclins and breast cancer. J mammary gland Biol neoplasia. (2004) 9:95–104. doi: 10.1023/B:JOMG.0000023591.45568.77, PMID: 15082921


	 Gonzalez-Angulo AM, Guarneri V, Gong Y, Cristofanilli M, Morales-Vasquez F, Sneige N, et al. Downregulation of the cyclin-dependent kinase inhibitor p27kip1 might correlate with poor disease-free and overall survival in inflammatory breast cancer. Clin Breast Cancer. (2006) 7:326–30. doi: 10.3816/CBC.2006.n.045, PMID: 17092400


	 Sofi S, Mehraj U, Qayoom H, Aisha S, Almilaibary A, Alkhanani M, et al. Targeting cyclin-dependent kinase 1 (CDK1) in cancer: molecular docking and dynamic simulations of potential CDK1 inhibitors. Med Oncol (Northwood London England). (2022) 39:133. doi: 10.1007/s12032-022-01748-2, PMID: 35723742


	 Wang Q, Bode AM, Zhang T. Targeting CDK1 in cancer: mechanisms and implications. NPJ Precis. Onc. (2023) 7:58. doi: 10.1038/s41698-023-00407-7, PMID: 37311884


	 Vivekananda S, Kumari S. Identification of breast cancer biomarkers through bioinformatics approach. Lett Drug Design Discov. (2025) 22:100101. doi: 10.1016/j.lddd.2025.100101


	 Johnson N, Shapiro GI. Cyclin-dependent kinases (cdks) and the DNA damage response: rationale for cdk inhibitor-chemotherapy combinations as an anticancer strategy for solid tumors. Expert Opin Ther Targets. (2010) 14:1199–212. doi: 10.1517/14728222.2010.525221, PMID: 20932174


	 Liu X, Wu H, Liu Z. An integrative human pan-cancer analysis of cyclin-dependent kinase 1 (CDK1). Cancers. (2022) 14:2658. doi: 10.3390/cancers14112658, PMID: 35681641


	 Zhang P, Kawakami H, Liu W, Zeng X, Strebhardt K, Tao K, et al. Targeting CDK1 and MEK/ERK overcomes apoptotic resistance in BRAF-mutant human colorectal cancer. Mol Cancer research: MCR. (2018) 16:378–89. doi: 10.1158/1541-7786.MCR-17-0404, PMID: 29233910


	 Wu CX, Wang XQ, Chok SH, Man K, Tsang SHY, Chan ACY, et al. Blocking CDK1/PDK1/β-Catenin signaling by CDK1 inhibitor RO3306 increased the efficacy of sorafenib treatment by targeting cancer stem cells in a preclinical model of hepatocellular carcinoma. Theranostics. (2018) 8:3737–50. doi: 10.7150/thno.25487, PMID: 30083256


	 Wilkinson L, Gathani T. Understanding breast cancer as a global health concern. Br J Radiol. (2022) 95:20211033. doi: 10.1259/bjr.20211033, PMID: 34905391


	 Arnold M, Morgan E, Rumgay H, Mafra A, Singh D, Laversanne M, et al. Current and future burden of breast cancer: Global statistics for 2020 and 2040. Breast (Edinburgh Scotland). (2022) 66:15–23. doi: 10.1016/j.breast.2022.08.010, PMID: 36084384


	 Manson EN, Achel DG. Fighting breast cancer in low-and-middle-income countries – What must we do to get every woman screened on regular basis? Sci Afr. (2023) 21:e01848. doi: 10.1016/j.sciaf.2023.e01848


	 Rivenbark AG, O’Connor SM, Coleman WB. Molecular and cellular heterogeneity in breast cancer: challenges for personalized medicine. Am J Pathol. (2013) 183:1113–24. doi: 10.1016/j.ajpath.2013.08.002, PMID: 23993780


	 Liu Z, Zhang XS, Zhang S. Breast tumor subgroups reveal diverse clinical prognostic power. Sci Rep. (2014) 4:4002. doi: 10.1038/srep04002, PMID: 24499868


	 Turashvili G, Brogi E. Tumor heterogeneity in breast cancer. Front Med. (2017) 4:227. doi: 10.3389/fmed.2017.00227, PMID: 29276709


	 Yeo SK, Guan JL. Breast cancer: multiple subtypes within a tumor? Trends Cancer. (2017) 3:753–60. doi: 10.1016/j.trecan.2017.09.001, PMID: 29120751


	 Testa U, Castelli G, Pelosi E. Breast cancer: A molecularly heterogenous disease needing subtype-specific treatments. Med Sci (Basel Switzerland). (2020) 8:18. doi: 10.3390/medsci8010018, PMID: 32210163


	 Nolan E, Lindeman GJ, Visvader JE. Deciphering breast cancer: from biology to the clinic. Cell. (2023) 186:1708–28. doi: 10.1016/j.cell.2023.01.040, PMID: 36931265


	 Polyak K. Heterogeneity in breast cancer. J Clin Invest. (2011) 121:3786–8. doi: 10.1172/JCI60534, PMID: 21965334


	 Lorusso G, Rüegg C. The tumor microenvironment and its contribution to tumor evolution toward metastasis. Histochem Cell Biol. (2008) 130:1091–103. doi: 10.1007/s00418-008-0530-8, PMID: 18987874


	 Anderson NM, Simon MC. The tumor microenvironment. Curr Biol. (2020) 30:R921–5. doi: 10.1016/j.cub.2020.06.081, PMID: 32810447


	 Baghban R, Roshangar L, Jahanban-Esfahlan R, Seidi K, Ebrahimi-Kalan A, Jaymand M, et al. Tumor microenvironment complexity and therapeutic implications at a glance. Cell Commun Signal. (2020) 18:59. doi: 10.1186/s12964-020-0530-4, PMID: 32264958


	 Zhao Y, Shen M, Wu L, Yang H, Yao Y, Yang Q, et al. Stromal cells in the tumor microenvironment: accomplices of tumor progression? Cell Death Dis. (2023) 14:587. doi: 10.1038/s41419-023-06110-6, PMID: 37666813


	 Jiang Y, Zhou K, Sun Z, Wang H, Xie J, Zhang T, et al. Non-invasive tumor microenvironment evaluation and treatment response prediction in gastric cancer using deep learning radiomics. Cell Rep Med. (2023) 4:101146. doi: 10.1016/j.xcrm.2023.101146, PMID: 37557177


	 Sui S, An X, Xu C, Li Z, Hua Y, Huang G, et al. An immune cell infiltration-based immune score model predicts prognosis and chemotherapy effects in breast cancer. Theranostics. (2020) 10:11938–49. doi: 10.7150/thno.49451, PMID: 33204321


	 Li HX, Wang SQ, Lian ZX, Deng SL, Yu K. Relationship between tumor infiltrating immune cells and tumor metastasis and its prognostic value in cancer. Cells. (2022) 12:64. doi: 10.3390/cells12010064, PMID: 36611857


	 Tian W, Luo Y, Tang Y, Kong Y, Wu L, Zheng S, et al. Novel implication of the basement membrane for breast cancer outcome and immune infiltration. Int J Biol Sci. (2023) 19:1645–63. doi: 10.7150/ijbs.81939, PMID: 37056938


	 Snyder A, Makarov V, Merghoub T, Yuan J, Zaretsky JM, Desrichard A, et al. Genetic basis for clinical response to CTLA-4 blockade in melanoma. New Engl J Med. (2014) 371:2189–99. doi: 10.1056/NEJMoa1406498, PMID: 25409260


	 Büttner R, Longshore JW, López-Ríos F, Merkelbach-Bruse S, Normanno N, Rouleau E, et al. Implementing TMB measurement in clinical practice: considerations on assay requirements. ESMO Open. (2019) 4:e000442. doi: 10.1136/esmoopen-2018-000442, PMID: 30792906


	 Chalmers ZR, Connelly CF, Fabrizio D, Gay L, Ali SM, Ennis R, et al. Analysis of 100,000 human cancer genomes reveals the landscape of tumor mutational burden. Genome Med. (2017) 9:34. doi: 10.1186/s13073-017-0424-2, PMID: 28420421


	 Goodman AM, Kato S, Bazhenova L, Patel SP, Frampton GM, Miller V, et al. Tumor mutational burden as an independent predictor of response to immunotherapy in diverse cancers. Mol Cancer Ther. (2017) 16:2598–608. doi: 10.1158/1535-7163.MCT-17-0386, PMID: 28835386


	 Samstein RM, Lee CH, Shoushtari AN, Hellmann MD, Shen R, Janjigian YY, et al. Tumor mutational load predicts survival after immunotherapy across multiple cancer types. Nat Genet. (2019) 51:202–6. doi: 10.1038/s41588-018-0312-8, PMID: 30643254


	 Turajlic S, Litchfield K, Xu H, Rosenthal R, McGranahan N, Reading JL, et al. Insertion-and-deletion-derived tumour-specific neoantigens and the immunogenic phenotype: a pan-cancer analysis. Lancet Oncol. (2017) 18:1009–21. doi: 10.1016/S1470-2045(17)30516-8, PMID: 28694034







Publisher’s note: All claims expressed in this article are solely those of the authors and do not necessarily represent those of their affiliated organizations, or those of the publisher, the editors and the reviewers. Any product that may be evaluated in this article, or claim that may be made by its manufacturer, is not guaranteed or endorsed by the publisher.


Copyright © 2025 Zeng, Zhuang, Liang, Cai, Lin, Wang, Wang and Zhang. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.


OEBPS/Images/fonc-15-1591706-g002.jpg
The expression of CDK1
Log, (TPM+1)
The expression of CDK1
Log, (TPM+1)

(A) Normal Tumor (B) Normal Tumor

1.0

e o
(o)} o0

Sensitivity (TPR)
o
=

CDK1
AUC: 0.978
CI: 0.971-0.985

o
o

o
o

0.0 0.2 0.4 0.6 0.8 1.0
© 1-Specificity (FPR)





OEBPS/Images/cover.jpg
& frontiers | Frontiers in Oncology

CDK1 may promote breast cancer
progression through AKT activation
and immune modulation





OEBPS/Images/crossmark.jpg
©

2

i

|





OEBPS/Images/fonc-15-1591706-g003.jpg
Relative mRNA level

2.5
2.0
1.5
1.0
0.5
0.0

3 2 2

CDK1

B MCF-10a
B MDA-MB-231





OEBPS/Images/fonc-15-1591706-g005.jpg
1.0

° °
(=] o

Survival probability
o
3

o
=N

0.5 Disease Specific Survival
HR = 1.67 (1.07 - 2.60)
P=0.024

2000 4000

Time (days)

6000 8000

1.0

S
oo

Survival probability
o
(=)

S
~

Overall Survival
HR = 1.31 (0.94 - 1.81)
P=0.108

B)

2000 4000

Time (days)

6000 8000

1.0

o
oo

Survival probability
=]
[=}

Progress Free Interval
HR = 1.27 (0.91 - 1.76)
P=0.156

(O

0.4

2000 4000

Time (days)

6000 8000

o
o

Sensitivity (TPR)
(=]
=

CDK1

— 1-year (AUC = 0.746)
— 3—year (AUC = 0.623)
— 5—year (AUC = 0.596)

0.0 0.2 0.4 0.6 0.8 1.0
1-Specificity (FPR)

I
o

Sensitivity (TPR)
o
=

S
o

— 1-year (AUC = 0.653)
— 3—year (AUC = 0.588)
— 5—year (AUC = 0.560)

00 02 04 06 08 1.0
1-Specificity (FPR)

g
=}

Sensitivity (TPR)
(=)
=

S
)

— 1-year (AUC = 0.529)
— 3-year (AUC = 0.515)
— S—year (AUC = 0.549)

00 02 04 06 038 1.0
1-Specificity (FPR)






OEBPS/Images/fonc-15-1591706-g001.jpg
B cells naive

B cells memory

Plasma cells

T cells CD8

T cells CD4 naive

T cells CD4 memory resting
T cells CD4 memory activated
T cells follicular helper
T cells regulatory Tregs
T cells gamma delta
NK cells resting

NK cells activated
Monocytes
Macrophages MO
Macrophages M1
Macrophages M2
Dendritic cells resting
Dendritic cells activated
Mast cells resting

Mast cells activated
Eosinophils

Neutrophils

/Vlono/Macro

D)

[*]
*
*
*
B3
|i
*
*
*
*
*
[*]
—* p<0.05
£ Cor,
*| g 1.0
™ os
0.0
-0.5
-1.0
(A)

L
2 o

Enrichment score
o © o o
N w

—log10(Pval)

0.6 -0.3 0.0 03

Correlation coefficient 10

30
Breast cancer { T os 0

©

Celltype (major-lineage)
@ CD4Teonv

@ cosT

® CD8Tex

® MonoMacro

® Tprolif
® Treg





OEBPS/Images/fonc-15-1591706-g006.jpg
OD (450 nm)

~

[

*%

*kk

1 2
Time (day)

*khk

-~ shCtrl
-~ shCdkl

EIHIGIR A

P-AKT
Cyclin D1
Cyclin A

Cyclin E1





OEBPS/Images/fonc-15-1591706-g004.jpg
(&)

The expression of CDK1

©

The expression_of CDKI
Log, (TPM+1)

2 (TPM+1)

Log

o

S

P

o

-

(N S
Positive  Negative
PR status

Negative
Positive

Positive

Negative

Sensitivity (TPR)

Sensitivity (TPR)

o
Y

I
IS

CDK1
AUC: 0.601
Cl: 0.554-0.648

02 04 06 08 Lo
1-Specificity (FPR)

4
)

3
o

0.0

<
Y

o
IS

CDK1
AUC: 0.666
CI: 0.631-0.701

4
[

e
°

00 02 04 06 08

1-Specificity (FPR)

10

 — 10
3
% _ 08
g2 g
e o6
£E Positive 2
g e Negative g
g Z 04
17
¢ 02
2 0.0
(B) g e 00 02 04
status
N —
—_—
- D
2 —
S s ——
°Z p—
g_"- 104 e ey
£8
Basal Normal

D)

LumA

LumB. Her2

PAMS0

CDK1
AUC: 0.688
CI: 0.651-0.725

06 08 10

1-Specificity (FPR)

1.0
_ 08
g
= 0.6
2
o = 04
5
@

02

0.0
00

CDK1
AUC: 0.819
CI: 0.794-0.845

02 04 06 08
1-Specificity (FPR)

1.0





