
Han et al. BMC Cancer          (2022) 22:297  
https://doi.org/10.1186/s12885-022-09410-w

RESEARCH

Systematic analysis of the expression 
and prognostic value of ITPR1 and correlation 
with tumor infiltrating immune cells in breast 
cancer
Bing Han1, Fang Zhen1, Xiu‑Shuang Zheng2, Jing Hu1* and Xue‑Song Chen1* 

Abstract 

Background: ITPR1 is a key gene for autophagy, but its biological function is still unclear, and there are few studies 
on the correlation between ITPR1 gene expression and the occurrence and development of breast cancer.

Methods: Analyze the expression of ITPR1 through online databases such as Oncomine and TIMER. Kaplan–Meier 
plotter and other databases were used to evaluate the impact of ITPR1 on clinical prognosis. The expression of ITPR1 
in analysis of 145 cases of breast cancer and 30 cases of adjacent normal tissue was detected by Immunohistochemis‑
try. Statistical analysis was used to evaluate the clinical relevance and prognostic significance of abnormally expressed 
proteins. And the Western Blot was used to detect the expression of ITPR1 between breast cancer tissues and cells. 
The TIMER database studied the relationship between ITPR1 and cancer immune infiltration. And used the ROC plot‑
ter database to predict the response of ITPR1 to chemotherapy, endocrine therapy and anti‑HER2 therapy in patients 
with breast cancer.

Results: Compared with normal breast samples, ITPR1 was significantly lower in patients with breast cancer. And the 
increased expression of ITPR1 mRNA was closely related to longer overall survival (OS), distant metastasis free survival 
(DMFS), disease specific survival (DSS) and relapse free survival (RFS) in breast cancer. And the expression level of 
ITPR1 was higher in patients treated with chemotherapy than untreated patients. In addition, the expression of ITPR1 
was positively correlated with related gene markers of immune cells in different types of breast cancer, especially with 
BRCA basal tissue breast cancer.

Conclusion: ITPR1 was lower expressed in breast cancer. The higher expression of ITPR1 suggested favorable prog‑
nosis for patients. ITPR1 was related to the level of immune infiltration, especially in BRCA‑Basal patients. All research 
results indicated that ITPR1 might affect breast cancer prognosis and participate in immune regulation. In short, ITPR1 
might be a potential target for breast cancer therapy.
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Introduction
Breast cancer is the number one killer of women’s health 
in the world. In recent years, the increasing morbid-
ity and mortality have become a major hidden danger 
to the world’s health problems [1]. The latest data show 
that breast cancer has officially replaced lung cancer as 
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the world’s largest cancer [2]. At present, the treatment 
methods for breast cancer usually include surgery, chem-
otherapy, radiation therapy, targeted therapy and endo-
crine therapy. Although these treatments can improve 
the prognosis of breast cancer to a certain extent, the 
survival of some patients is still poor [3, 4]. Therefore, 
looking for new prognostic indicators and clarifying the 
pathogenesis of breast cancer are of great significance for 
providing new opportunities for early detection and early 
treatment and reducing the mortality and recurrence rate 
of breast cancer.

Inositol 1, 4, 5-trisphosphate receptor type 1 (ITPR1), 
located on chromosome 3, is a member of the IP3R fam-
ily, involved three distinct IP3R type in mammals [5, 6]. 
ITPR1 is an intracellular  Ca2+ release channel, and its 
opening requires the combination of two intracellular 
messengers IP3 and  Ca2+. Many physiological processes 
are related to the increase of intracellular  Ca2+ concen-
tration, either through the absorption of  Ca2+ in the 
extracellular environment or the release of calcium ions 
in the intracellular environment. The second messenger 
1,4,5-triphosphate (IP3) is the product of phosphati-
dylinositol 4,5-bisphosphate hydrolyzed by G protein-
coupled receptor/phospholipase C (PLC-β) or tyrosine 
kinase receptor/PLC-γ signaling pathway activates the 
 Ca2+ release of the endoplasmic reticulum (ER) [7]. IP3 
acts by binding to the membrane-associated IP3 receptor 
(IP3R) [8, 9]. The binding of IP3 to the receptor increases 
its sensitivity to  Ca2+, and only after it binds with  Ca2+ 
can enter the cytoplasm. It is worth noting that  Ca2+ has 
a biphasic effect on IP3R, low  Ca2+ concentration can 
stimulate IP3R, and high  Ca2+ concentration can inhibit 
IP3R [10, 11].

The most widely studied IP3R is type 1 (ITPR1), and 
high levels of ITPR1 are found in Purkinje cells of the 
cerebellum of the central nervous system [12, 13]. The 
defect of ITPR1 is the cause of spinocerebellar ataxia 
type 15 (SCA15) [14]. The interacts with TMEM173 and 
ITPR1 could promote the release of endoplasmic reticu-
lum calcium, leading to subsequent F3 release and coag-
ulation activation in patients with sepsis [15]. In bladder 
cancer, the overexpression of ITPR1 in drug-resistant 
cells could induce cell apoptosis and increase sensitivity 
to cisplatin [16].

In recent years, studies have find that ITPR1 is a piv-
otal gene for autophagy [17]. Autophagy was a process of 
engulfing its own cytoplasmic proteins and turning them 
into autophagy lysosomes to degrade the contents it con-
tains. Autophagy played a role in starvation response. 
ITPR1 induced the release of  Ca2+ and promoted ATP 
synthesis in the non-starvation state, thereby inhibiting 
AMPK activity and inhibiting autophagy. In the starva-
tion state,  Ca2+ activity would activate the autophagy 

pathway and promote the formation of autophagy. The 
regulation of ITPR1 is closely related to Bcl2 and Beclin1, 
which are generally in a combined state. When starved, 
Bcl2 and Beclin1 became dissociated, and then Beclin1 
formed a complex with ITPR1 activating and promoting 
the production of autophagy [18–20]. ITPR1 participated 
in autophagy induced by NK cells and reduced the kill-
ing effect of cytokines secreted by NK cells on kidney 
cancer [21]. ITPR1 was a new target of HIF-2α, which 
protected kidney cancer cells from NK-mediated lysis by 
inducing NK-mediated autophagy [22]. As an autophagy 
gene, ITPR1 was down-regulated in head and neck tumor 
and esophageal cancer [23, 24]. However, the systematic 
analysis of ITPR1 in breast cancer is still rare, and the 
relationship between the expression of ITPR1 and the 
survival of breast cancer patients is unclear.

This study comprehensively studied the expression of 
ITPR1 in patients with breast cancer. and its relationship 
with prognosis in online databases such as Oncomine, 
GEPIA, and Kaplan–Meier plotter. And confirmed by 
immunohistochemistry method. In addition, the TIMER 
database was used to analyze the correlation between 
ITPR1 and tumor infiltrating immune cells. The results 
of this study clarify the mechanism of ITPR1 gene and 
its prognostic significance in treatment, and provide 
the potential relationship and mechanism of ITPR1 and 
tumor immune interaction.

Methods
ONCOMINE database
Oncomine (https:// www. oncom ine. org) is currently the 
world’s largest oncogene chip database and integrated 
data mining platform. It had the most complete cancer 
mutation profile, gene expression data and related clini-
cal information, which could be used to discover new 
biomarkers or new therapeutic targets [25]. The mRNA 
expression level of ITPR1 gene in pan-carcinoma was 
analyzed by Oncomine, and the mRNA level of ITPR1 
between normal and breast cancer tissues was compared 
(setting parameters were twofold change, P value ≤ 0.01 
and top 10% gene rank).

GEPIA
GEPIA (http:// gepia. cancer- pku. cn/) was the dynamic 
analysis of gene expression profiling data, a public data-
base for cancer and normal gene expression profiling, 
filling the gap in cancer genomics big data information. 
Including 9736 tumors from TCGA and GTEx projects 
and RNA sequencing expression data of 8587 normal 
samples [26]. GEPIA (Gene Expression Profiling Inter-
active Analysis) analyzed the expression level of ITPR1 
in different tumor types, and compared the expression 
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level of ITPR1 in normal and breast cancer tissues(setting 
parameters were |Log2FC|= 1, P value ≤ 0.01).

TNMplot database
TNMplot database (http:// www. tnmpl ot. com) used gene 
arrays from the National Center for Biotechnology Infor-
mation (NCBI-GEO) Gene Expression Comprehensive 
Database or RNA-seq from the Cancer Genome Atlas 
(TCGA) to generate effective therapeutic application 
research Data generated from the treatment (target) and 
genotype tissue expression (GTEx) repository [27]. We 
used TNMplot database to verify the expression of ITPR1 
in various cancers, and explored the expression of ITPR1 
in normal breast, breast cancer and metastatic tissues.

Breast cancer Gene‑Expression Miner v4.5 (Bc‑GenExMiner 
v4.5)
Bc-GenExMiner v4.5 (http:// bcgen ex. centr egaud ucheau. 
fr/ BC- GEM/ GEM- Accue il. php? js=1) was a data mining 
tool that contains 36 published annotated genome data 
[28]. We used the expression module of Bc-GenExMiner 
v4.5 to analyze the expression level of ITPR1 in normal 
and breast cancer, and according to clinical standards 
(such as estrogen receptor (ER), progesterone receptor 
(PR), epidermal growth factor receptor 2 (HER2), nodu-
lar status, triple-negative status and basal-like status, 
lymph node status, Scarff-Bloom-Richardson classifica-
tion (SBR), Nottingham prognostic index (NPI), etc.) to 
analyze the relationship between ITPR1 and breast can-
cer. In addition, we used correlated modules to analyze 
the relationship between ITPR1 and co-expressed genes.

Human protein atlas
Human Protein Atlas (https:// www. prote inatl as. org) was 
based on proteomics, transcriptomics and systems biol-
ogy data, which could map tissues, cells, organs, etc. 
It not only includes tumor tissues, but also covers the 
protein expression of normal tissues [29]. The Human 
Protein Atlas database was used to analyze the expres-
sion of ITPR1 in breast cancer and normal tissues by 
immunohistochemistry.

PrognoScan
PrognoScan (http:// dna00. bio. kyute ch. ac. jp/ Progn 
oScan/ index. html) integrated a large number of microar-
ray data sets with prognostic information, including most 
tumor data, which could be used to analyze the relation-
ship between gene expression and patient prognosis [30]. 
We used PrognoScan database to analyze the correlation 
between ITPR1 mRNA expression and survival of breast 
cancer patients (cox P value < 0.05).

The Kaplan–Meier Plotter
Kaplan–Meier Plotter (http:// kmplot. com/ analy sis/) was 
constructed based on gene chips and RNA-seq data from 
public databases such as GEO, EGA, and TCGA, and 
evaluated the impact of 54,675 genes on survival rates 
in 21 cancers. Meta-analysis and research, discovery and 
verification of survival-related molecular markers were 
carried out by integrating gene expression information 
and clinical prognostic value [31]. Kaplan–Meier Plot-
ter database was used to analyze the survival correlation 
between ITPR1 mRNA expression and breast cancer 
patients and clinical molecular markers of breast cancer. 
(Set parameters as best cutoff, hazard ratio (HR) with 
95% confidence intervals (CIs), log rank P value and Jet-
Set best probe).

ROC plotter
The ROC plotter (http:// www. rocpl ot. org) was the first 
online transcriptome level verification tool for predicting 
biomarkers [32]. The ROC plotter is capable to link gene 
expression and response to therapy using transcriptome-
level data of 3,104 breast cancer patients and 2,369 ovar-
ian cancer patients. We used ROC plotter to predict the 
expression of breast cancer patients in response to chem-
otherapy, endocrine therapy, and anti-HER2 therapy. 
(Set the probe: ITPR1-203710_at, Response: Relapse-free 
survival at 5 years, Treatment: Endocrine therapy, Anti-
HER2 therapy and Chemotherapy choose any, Settings: 
No outliers).

Immunohistochemistry
Immunohistochemistry (IHC) was performed to detect 
the expression of ITPR1 in breast cancer. IHC method 
and criteria for judging results were referred to literature 
[33]. The antibodie was (Proteintech, 1:100) for ITPR1.

Cell lines and cell culture
All breast cancer cell lines are from the Chinese Academy 
of Biochemistry and Cell Biology (Shanghai, China) and 
are regularly certified (Cellbio). The cells are preserved 
in Heilongjiang Cancer Institute (Harbin, China). These 
cells were cultured in DMEM, L15 or RPMI1640 medium 
in a humidified incubator with 10% fetal bovine serum 
and 1% penicillin–streptomycin, cultured at 37  °C with 
5% CO2 or air.

Western blot assay and antibodies
The lysed protein was electrophoresed on a 10% poly-
acrylamide gel (Sevenbio), and then transferred to the 
membrane at 300  mA for 5  h, blocked with skim milk 
for 1 h, and incubated overnight at 4  °C with the target 
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antibody. On the second day, the secondary antibody cor-
responding to the target antibody was incubated for 1 h. 
The antibodie was (Proteintech, 1:100) for ITPR1.

STRING
STRING (http:// www. string- db. org) was a database for 
searching known and predicted protein interactions 
[34]. We used the STRING database to analyze the PPI 
network of ITPR1 and co-expressed genes (setting the 
parameters as Homo sapiens and combined score of > 0.4 
was considered statistically significant). It also ana-
lyzed the functions of ITPR1, including Gene Ontology 
(GO) and Kyoto Encyclopedia of Genes and Genomes 
(KEGG). GO analysis focuses on the three areas of bio-
logical process (BP), cell composition (CC) and molecu-
lar function (MF). Only P Values < 0.05 were considered 
meaningful.

TIMER database analysis
Tumor immune estimation resource (https:// cistr ome. 
shiny apps. io/ timer/) used RNA-Seq expression profile 
data to detect the infiltration of immune cells in tumor 
tissues [35]. The database provided the infiltration sta-
tus of 6 immune cells (B cells, CD4 + T cells, CD8 + T 
cells, Neutrphils, Macrophages and Dendritic cells) [36]. 
TIMER analyzed the expression level of ITPR1 in differ-
ent tumor types, and analyzed the relationship between 
ITPR1 and 6 immune cells in breast cancer and its dif-
ferent types through gene modules. In addition, the 
relationship between ITPR1 and gene markers of tumor 
infiltrating immune cells in breast cancer and its different 
types was also explored.

Statistical analysis
The analysis results were represented by HR and P or 
COX P-values of a log-rank test. The unpaired T-test 
was used to compare two means. The correlation of gene 
expression was evaluated by Spearman’s correlation and 
statistical significance. The absolute value of correlation 
is judged as follows: 0.30–0.40 “moderate,” 0.40–0.50 
“strong”, and significance was defined as ***P < 0.001,**P 
< 0.01,*P < 0.05.

Results
Low expression of ITPR1 in patients with breast cancer
In order to explored the expression of ITPR1 and its 
unique prognosis, the Oncomine database was first 
used to detect the expression of ITPR1 in 20 kinds of 
common cancers. We found that the expression of 
ITPR1 gene is unstable in head and neck cancer, kid-
ney cancer, leukemia, melanoma and sarcoma, but in 

bladder cancer, brain and central nervous system can-
cer, breast cancer, cervical cancer, colorectal cancer, 
lung cancer, lymphoma, Ovarian cancer and prostate 
cancer had lower expression (Fig.  1A). Next, we used 
the GEPIA dataset and the TIMER dataset to compare 
the expression of ITPR1 between tumor tissues and 
normal tissues (Fig.  1B, C). In addition, we used the 
TNMplot database to verify the expression of ITPR1 
(Supplementary Fig.  1A). The results showed ITPR1 
had lower expression in most tumor tissues than in 
normal tissues.

Compared with normal, the ITPR1 expression lev-
els in ductal breast carcinoma in  situ stroma, invasive 
ductal breast cancer stroma, ductal breast cancer, med-
ullary breast cancer, invasive breast cancer and inva-
sive ductal breast cancer were significantly reduced 
(Fig. 2A-F P= 6.40E-4, 0.003, 1.05E-7, 1.64E-11, 8.45E-
12 and 2.54E-19, Supplementary Table  1). And in 
GEPIA and Bc-GenExMiner v4.3, the expression level 
of ITPR1 in breast cancer tissues is lower than normal 
tissues (Fig.  2G, H). In addition, the analysis of gene 
chip data and RNA-seq data through the TNMplot 
database showed that the expression level of ITPR1 in 
tumors and metastatic tissues was lower than normal 
tissues (Supplementary Fig. 1B, C).

After verifying the mRNA expression of ITPR1 
in breast cancer, we continued to explore the pro-
tein expression of ITPRI in breast cancer through the 
Human Protein Atlas. As we shown, ITPR1 was beyond 
detection in breast cancer tissues, but was moderately 
expressed in normal tissues (Fig.  2I). Taken together, 
our results indicate that ITPR1 is under-expressed in 
patients with breast cancer.

The expression of ITPR1 in the clinical 
and pathological characteristics of breast cancer 
patients
Bc-GenExMiner v4.3 software was used to evaluate the 
expression of ITPR1 in clinical and pathological features 
in patients with breast cancer (Supplementary Table 2). 
The results showed that the expression of ITPR1 
decreased with the increase of SBR grade and NPI 
grade of breast cancer patients (Fig.  3A-B, P < 0.0001). 
Compared with negative lymph nodes, the expression 
of ITPR1 was reduced in patients with positive lymph 
nodes (Fig. 3C, P = 0.0003). ITPR1 was highly expressed 
in ER and PR-positive breast cancer patients (Fig. 3D-E, 
P < 0.0001). The expression was lower in patients with 
HER2-positive breast cancer (Fig.  3F, P < 0.0001). In 
addition, the ITPR1 of patients with triple-negative and 
basal breast cancer was significantly lower than that of 
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patients with non-triple-negative and non-basal breast 
cancer (Fig. 3G, H, I, P < 0.0001).

The influence of ITPR1 expression on the prognosis 
of breast cancer
Using the survival meta-analysis software PrognoScan to 
draw survival curves with different survival information, 
breast cancer patients with ITPR1 (red) were positively 

correlated with overall survival, distant metastasis free 
survival, relapse free survival, disease-specific survival 
(Fig. 4A-I, Supplementary Table 3). In addition, we used 
the Kaplan–Meier plotter to verify the prognostic value 
of ITPR1 mRNA expression in patients with breast can-
cer. As shown in the figure, breast cancer patients with 
high levels of ITPR1 mRNA have high OS (HR = 0.65, 
95% CI: 0.53–0.81, P = 9e-05), RFS (HR = 0.68, 95% 

Fig. 1 The expression of ITPR1 in distinct types of cancer diseases. A Expression of ITPR1 gene in 20 common tumors compared with paired normal 
tissues. Oncomine database was designed with fold change ≥ 2, P value ≤ 0.01 and gene rank ≥ top 10%. The graphic represents the numbers 
of datasets with statistically significant (p < 0.01) mRNA over‑expression (red) or down‑expression (blue) of ITPR11 (different types of cancer vs. 
corresponding normal tissue). B The Expression of ITPR1 in distinct types of cancer diseases (GEPIA). The differental methed choose Top 10 and use 
log2 (TPM + 1) for log‑scale. C The Expression of ITPR1 in distinct types of cancer diseases (TIMER)
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CI: 0.61- 0.76, P = 5.4e-12) and DMFS (HR = 0.7, 95% 
CI: 0.58–0.85, P = 0.00032) (Fig.  4J-L, Supplementary 
Table  3). These results indicated that the expression of 
ITPR1 was significantly related to the prognosis of breast 
cancer patients, and may be used as a useful biomarker to 
predict the survival of breast cancer patients.

Besides, we further explored the mechanism by which 
ITPR1 expression affects the prognosis of breast cancer. 
First, the correlation between the expression of ITPR1 and 
clinical variables was analyzed by KM plotter (Table  1). 
Specifically, the expression level of ITPR1 was related to 
basal (RFS HR = 1.3, P = 0.027), luminal A (OS HR = 0.57, 

Fig. 2 Box plots of normal and tumor differentially expression of ITPR1 gene in different subtypes of breast cancer. A‑F Box plots of normal and 
tumor differentially expression of ITPR1 gene in different subtypes of breast cancer. A Ductal breast carcinoma in situ stroma (B) Invasive ductal 
breast carcinoma stroma (C) Ductal breast carcinoma (D) Medullary breast carcinoma (E) Invasive breast carcinoma (F) Invasive ductal breast 
carcinoma.(ONCOMINE). G Box plots of normal and tumor expression of ITPR1 gene in Breast Cancer. (GEPIA). H ITPR1 gene expression with box 
plots in patients with breast cancer. (Bc‑GenExMiner v4.3) (I) Representative immunohistochemistry images of distinct ITPR1 in Breast Cancer tissues 
and normal tissues (Human Protein Atlas)
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P = 0.00056, RFS HR = 0.64, P < 0.0001), luminal B (RFS 
HR = 0.8, P = 0.032), HER2 (OS HR = 0.48 P = 0.011) dis-
ease subtypes were correlated. Then, we continued to 
explore the predictive value of ITPR1 expression level for 
the clinical treatment of breast cancer. Through ROC plot-
ter analysis, the expression of ITPR1 did not change much 
in response to endocrine therapy or anti-HER2 therapy 
(Supplementary Figs.  2A and C). However, the expres-
sion level of ITPR1 in responders chemotherapy patients 
was higher than that in nonresponders chemotherapeutic 

patients (Supplementary Fig.  2E). The expression level of 
ITPR1 could predict the effect of chemotherapy, the AUC 
value was 0.589, P < 0.05 (Supplementary Fig. 2B, D, F). The 
above results suggested that the high expression of ITPR1 
may affect the prognosis of breast cancer.

Compared with normal breast tissue, ITPR1 is lower 
in breast cancer and is associated with prognosis
The analysis of 145 cases of breast cancer and 30 cases 
of adjacent normal tissues from the Harbin Medical 

Fig. 3 Bc‑GenExMiner v4.3 to evaluate ITPR1 gene expression with box plots according to clinical parameters in patients with breast cancer. A SBR 
grade (B) NPI (C) nodal status (D) ER (E) PR (F) HER‑2 (G) basal‑like status (H) triple‑negative status (I) basal‑like and triple‑negative status
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University Cancer Center (HMUCC) further verified the 
low expression of ITPR1 in breast cancer (Fig. 5A, Show 
the comparison between normal breast tissue and HER2 
positive tissue, Fig.  5B). At the same time, in order to 
explore the relationship between ITPR1 expression and 
the prognosis of breast cancer patients, we separately 
assessed the effects of ITPR1 expression and clinical 
results on overall survival and progression-free survival 
of breast cancer. The results showed that high expression 
of ITPR1 significantly prolonged the prognosis of patients 

than low ITPR1 (Fig. 5C, D). After that, we continued to 
explore the correlation between ITPR1 and the clinico-
pathological characteristics of breast cancer patients. 
ITPR1 was negatively correlated with tumor size, tumor 
lymph node metastasis (TNM) staging, lymph node 
metastasis (LNM), estrogen receptor (ER), progesterone 
receptor (PR) and HER2 status (P < 0.05). However, no 
significant associations were found between ITPR1 and 
age, Ki-67 and p53 status (Table  2). In univariate Cox 
regression models, Lymph Node Metastasis (P < 0.001), 

Fig. 4 The prognostic value of mRNA level of ITPR1 in patients with breast cancer. A‑I The survival curve of different datasets based on the 
expression of ITPR1 gene was used to analyze the prognostic value in breast cancer (PrognoScan). A Overall Survival (B) Distant Metastasis Free 
Survival (C) Distant Metastasis Free Survival (D) Distant Metastasis Free Survival (E) Relapse Free Survival (F) Relapse Free Survival (G) Disease Specific 
Survival (H) Overall Survival (I) Relapse Free Survival. J‑L Prognostic value of mRNA expression of ITPR1 in patients with breast cancer (Kaplan–Meier 
Plotter). J Overall Survival (K) Relapse Free Survival (L) Distant Metastasis Free Survival



Page 9 of 21Han et al. BMC Cancer          (2022) 22:297  

ITPR1 (P = 0.049), were found to achieve statistical 
significance (Table  3). Multivariate Cox proportional 
hazards model analysis showed that Lymph Node Metas-
tasis (P < 0.001; HR, 24.845; 95%CI, 4.567–135.157), TNM 
stages (P = 0.037; HR, 0.152; 95% CI, 0.026–0.895) were 
the independent prognostic indicator of overall survival 
(Table  3). After that, we continued to use western blot 
to verify the expression of ITPR1 in breast cancer tissues 
and cells. The results showed that compared with normal 
tissues, the expression of ITPR1 in cancer tissues was sig-
nificantly reduced. In cells, the expression of ITPR1 in the 
luminal type (T47D, MCF7) was relatively high, while the 
expression in HER2 + (UACC-812, SKBR-3 and MDA-
MB-453) was relatively low (Fig. 5E, F).

GO and KEGG enrichment analysis of ITPR1 and its 20 
co‑expression genes
After analyzing the expression of ITPR1 and the 
prognostic value of breast cancer patients, we used 
STRING’s "co-expression" module to analyze 20 co-
expressed genes that were significantly related to 
ITPR1. Subsequently, we builted a comprehensive net-
work through STRING. The results in Fig.  6A reveal 

that autophagosome-related genes, including BECN1 
and calcium signaling pathway participant genes, 
such as STIM1, ORAI1, and ORAI2, were closely 
related to ITPR1. Predict the function of ITPR1 and 
its 20 co-expressed genes by analyzing the Annota-
tion, Visualization, and Integrated Discovery database 
(STRING) of Gene Ontology (GO) and Kyoto Encyclo-
pedia of Genes and Genomes (KEGG) [37]. As shown 
in Fig. 6B-E, we found that gene sets related to ITPR1 
were enriched in functions related to these BP, CC and 
MF. Among them, BP such as GO: 0,051,924 (regula-
tion of calcium ion transport), GO: 0,038,096 (Fc -γ 
receptor signaling pathway involved in phagocytosis), 
GO: 0,050,852 (T cell receptor signaling pathway), 
GO: 0,002,768 (immune response regulating cell sur-
face receptor signaling pathway), GO: 0,016,055 (Wnt 
signaling pathway), GO: 0,007,223 (calcium regula-
tion pathway) and GO: 0,043,647 (phosphoinositide 
metabolism process) (Fig. 6B). In addition, CC included 
GO: 0,031,095 (platelet dense tubular network mem-
brane), GO: 0,016,529 (sarcoplasmic reticulum), GO: 
0,005,776 (autophagosome) and GO: 0,098,827 (endo-
plasmic reticulum subcompartment), GO: 000,578 

Table 1 Correlation of ITPR1 mRNA expression and clinicopathological factors in Breast cancer by Kaplan–Meier plotter database

Variables of breast 
cancer

Overall survival (n = 1880) Relapse free survival (n = 4929)

N Hazard ratio P‑value N Hazard ratio P‑value

ER

 Positive 754 0.69 (0.5–0.94) 0.017 2633 0.66 (0.55–0.8)  < 0.0001
 Negative 520 0.63 (0.41–0.96) 0.031 1190 1.21 (0.97–1.5) 0.087

PR

 Positive 156 2.37 (0.9–6.25) 0.071 926 0.56 (0.39–0.8) 0.0011
 Negative 291 0.53 (0.29–0.98) 0.039 925 0.76 (0.59–0.99) 0.04
HER2

 Positive 420 0.6 (0.41–0.88) 0.0086 882 0.86 (0.68–1.08) 0.19

 Negative 1459 0.58 (0.46–0.72)  < 0.0001 4047 0.62 (0.56–0.7)  < 0.0001
Intrinsic subtype

 basal 404 0.63 (0.39–1.02) 0.058 846 1.3 (1.03–1.65) 0.027
 luminal A 794 0.57 (0.41–0.79) 0.00056 2277 0.64 (0.53–0.76)  < 0.0001
 luminal B 515 0.76 (0.52–1.11) 0.16 1491 0.8 (0.66–0.98) 0.032
 HER2 + 166 0.48 (0.27–0.86) 0.011 315 0.74 (0.5–1.08) 0.12

Lymph node status

 Positive 452 0.69 (0.48–0.99) 0.046 1656 0.67 (0.55–0.81)  < 0.0001
 Negative 722 0.53 (0.37–0.78) 0.00087 2368 0.63 (0.54–0.75)  < 0.0001
Grade

 1 175 0.52 (0.17–1.56) 0.23 397 0.56 (0.31–1) 0.046
 2 443 0.6 (0.4–0.9) 0.012 1177 0.61 (0.49–076)  < 0.0001
 3 586 0.85 (0.63–1.16) 0.31 1300 1.27 (1.01–1.59) 0.041
TP53 mutation

 Positive 130 0.73 (0.38–1.42) 0.36 188 0.63 (0.38–1.05) 0.071

 Negative 197 0.44 (0.23–0.81) 0.0068 273 0.61 (0.4–0.93) 0.021
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(internal Plasma reticulum membrane) GO:0,005,829 
(cytosol) (Fig.  6C). MF, such as GO:0,070,679 (ino-
sitol 1,4,5 triphosphate binding), GO:0,044,325 (ion 
channel binding), GO:0,005,516 (calmodulin binding), 
GO:0,005,509 (calcium Ion binding) and GO:0,005,515 
(p rotein binding) (Fig.  6D). KEGG analysis found 19 
pathways related to the function of ITPR1 in breast 
adenocarcinoma. Among them, hsa04370 (VEGF sign-
aling pathway), hsa04066 (HIF-1 signaling pathway), 
hsa04310 (Wnt signaling pathway), hsa04664 (Fc epsi-
lon RI signaling pathway), hsa04662 (B cell receptor 
signaling pathway), hsa04658 (Th1 and Th2) Cell differ-
entiation), hsa04660 (T cell receptor signaling pathway) 

and hsa04020 (calcium signaling pathway) were closely 
related to the function of ITPR1 (Fig. 6E).

ITPR1 expression is correlated with immune infiltration 
level in breast cancer
Through the analysis of KEGG, it is found that ITPR1 is 
widely involved in immune regulation pathways, such 
as: Fc epsilon RI signaling pathway, B cell receptor sign-
aling pathway, Th1 and Th2 cell differentiation, T cell 
receptor signaling pathway. In oncology, immunotherapy 
is also a hot topic. Studies have shown that it has sig-
nificant curative effects in kidney cancer, melanoma and 
non-small cell lung cancer [38–40]. Thus, we assessed 

Fig. 5 ITPR1 expression is decreased in breast cancer and correlates with prognosis. A Representative immunohistochemistry (IHC) images of 
ITPR1 in Breast Cancer tissues and normal tissues. B Box plots of normal and cancer expression of ITPR1 gene in Breast tissues. C‑D Prognostic value 
of expression of ITPR1 in patients with breast cancer (C) Overall Survival (D) Progression Free Survival. (Set ITPR1 score < 6 as low expression, ITPR1 
score ≥ 6 as high expression) (E) ITPR1 was measured in different breast tissues by Western blot. F ITPR1 was measured in different breast cells by 
Western blot
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the correlation between ITPR1 and the level of breast 
cancer immune invasion from the TIMER database. In 
order to understand the correlation between ITPR1 and 
different infiltrating immune cells including CD4 + T 
cells, CD8 + T cells, B cells, macrophages, neutrophils 
and DCs, TIMER was used to determine the relation-
ship BRCA-Basal, BRCA-Luminal and BRCA-Her2 
(Fig.  7). The results showed that high ITPR1 expression 
level had positive correlations with infiltrating levels of 
B cells (r = 0.273, P = 2.14e-03), CD8 + T cells (r = 0.455, 
P = 1.28e-07), CD4 + T cells (r = 0.28, P = 1.77e-03), 
macrophages (r = 0.226, P = 1.06e-02), dendritic cell 
(r = 0.448, P = 9.02e-07) and neutrophils (r = 0.427, 
P = 2.19e-06) in BRCA-Basal cancer (Fig.  7B). However, 
the expression of ITPR1 in BRCA-Lunimal and BRCA-
Her2 has no significant correlation with most immune 
cells (Fig. 7C-D). These findings suggest that ITPR1 might 
play a specific role in immune infiltration of BRCA-Basal 
cancer.

The correlation between ITPR1 and different immune 
biomarkers
After analyzing the correlation between ITPR1 and 
immune cells, we further studied the correlation 
between the biomarker genes in these immune cells 
or their subgroups and ITPR1, providing a basis for 
screening suitable therapeutic targets. TIMER analysis 
found that after the correlation adjustment of tumor 
purity, the results showed that ITPR1 in BRCA-Basal 
was closely related to the immune markers of most 
immune cells (Table  4). It is worth noting that the 
CD86 of monocyte, CD68 of TAM, VSIG4, MS4A4A 
of M2 macrophages, ITGAM of neutrophil, HLA-DRA, 
HLA-DPA1, ITGAX of dendritic cells, STAT4, STAT1 
of Th1, CCR8, TGFB1 of Treg showed moderately cor-
relate with ITPR1 expression (0.40 > COR value ≥ 0.30) 
(Table  4). CSF1R of monocytes, IL10 of TAM, NRP1 

Table 2 Association of ITPR1 level with clinical and pathological 
characteristics of breast cancer patients

Note:A χ2 test was used for camparing gtoups between low and high 
ITPR1expression. n = 145, p < 0.05 was considered significant

variables Tumor ITPR1 expression P value

ITPR1Low ITPR1High

Age (years) 0.563

  ≤ 50 36 36

  > 50 40 33

Tumor size (cm)

  ≤ 2 34 38 0.046*
  > 2, ≤ 5 38 31

  > 5 4 0

TNM stages

 I‑II 15 33  < 0.001*
 III‑IV 61 36

Lymoh Node Metastasis 0.001*
 Negative 32 48

 Positive 44 21

ER status 0.018*
 Negative 59 41

 Positive 17 28

PR status 0.001*
 Negative 66 43

 Positive 10 26

HER2 status 0.037*
 Negative 40 48

 Positive 36 21

P53 status 0.146

 Negative 40 28

 Positive 36 41

Ki‑67 status 0.465

 Negative 19 21

 Positive 57 48

Table 3 Univariate analysis and multivariate analysis of overall survival in patients with Breast Cancer (n = 145)

Variable Univariate analysis Multivariate analysis

P value Hazard Ratio 95% confidence interval P value Hazard Ratio 95% confidence interval

Age 0.105 2.017 0.863–4.714

Tumor size 0.368 1.386 0.681–2.820

TNM stages 0.074 2.663 0.910–7.792

Lymph Node Metastasis  < 0.001 7.106 2.427–20.810 0.001 6.336 2.122–18.914

ER status 0.495 0.725 0.288–1.827

PR status 0.612 0.775 0.289–2.075

HER2 status 0.114 1.910 0.855–4.263

P53 status 0.218 0.601 0.267–1.353

Ki‑67 status 0.440 1.475 0.551–3.950

ITPR1 0.049 0.413 0.171–0.997 0.291 0.617 0.252–1.513
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Fig. 6 GO and KEGG enrichment analysis of ITPR1 and its 20 co‑expression genes. (STRING). A PPI network. The nodes meant proteins; the edges 
meant the interaction of proteins (B) BP (C) CC (D) MF (E) KEGG
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of dendritic cells, HAVCR2 of T cell exhaustion pre-
sented strong correlation with ITPR1 expression (COR 
value ≥ 0.40) (Table 4). Similarly, in BRCA-Lunimal and 
BRCA-Her2, the correlation between ITPR1 expression 
and immune cell-related markers has no obvious sig-
nificance (Table 4).

Co‑expression analysis of ITPR1 gene
In addition to immune pathways, we also found that 
ITPR1 can regulate VEGF signaling pathway, HIF-1 
signaling pathway and Calcium signaling pathway, and 
these pathways themselves also regulate each other (Sup-
plementary Fig.  3). Based on the 20 co-expression gene 
analyzed in the STRING database, four genes involved 

in these four pathways were found, namely PLCB1, 
PLCG1, PRKACA, and PPP3R1 (Supplementary Table 4). 
We found the co-expression gene PRKACA (Fig.  8G, 
P < 0.0001, r = 0.09) was associated with ITPR1 posi-
tively and PLCB1 (Fig. 8A, P < 0.0001, r = -0.08), PLCG1 
(Fig. 8D, P < 0.0001, r = -0.19), PPP3R1 (Fig. 8J, P < 0.0001, 
r = -0.21) were associated with ITPR1 negatively accord-
ing to Bc-GenExMiner v4.3. However, we found that 
ITPR1 is correlated with PLCG1 and PPP3R1, while the 
correlation between PLCB1 and PRKACA is lower. Fur-
thermore, we used the Kaplan–Meier plotter to analyze 
the prognostic value of ITPR1 and co-expressed genes in 
patients with breast cancer. As shown in the figure, pre-
dicting that breast cancer patients with high expression 

Fig. 7 Correlation of ITPR1 expression with immune infiltration level in Breast Cancer (TIMER). A BRCA (B) BRCA‑Basal (C) BRCA‑Luminal and (D) 
BRCA‑Her2
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Fig. 8 Co‑expression analysis of gene ITPR1 and other genes. ( bc‑GenExMiner software and Kaplan–Meier plotter). A, D, G, J The correlation 
between ITPR1 and co‑expressed genes. B‑C, E–F, H‑I,K‑L Survival analysis of ITPR1 and co‑expressed genes
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of ITPR1 combined with co-expressed genes will have 
high OS and RFS, which was more meaningful than ana-
lyzing the prognosis of co-expressed genes alone (Fig. 8B-
C, E–F, H-I, K-L, Supplementary Fig.  4). These further 
proved that ITPR1 could improve the prognosis of breast 
cancer patients.

Discussion
In 2020, female breast cancer has now surpassed lung 
cancer, becoming the main cause of global cancer inci-
dence. It is the fifth leading cause of cancer deaths 
worldwide. Among women, breast cancer accounts for 
one-quarter of cancer cases and one-sixth of cancer 
deaths. It ranks first among most countries (159 out of 
185 countries) in morbidity and mortality in 110 coun-
tries [2]. Therefore, it is necessary to find new targets for 
breast cancer treatment.

Many biological functions are regulated by intracel-
lular calcium ions, including cell proliferation, gene 
transfer, and cell death [9, 41–44]. Calcium signals are 
usually initiated by the combination of hormones or 
growth factors to produce a signal cascade of diacylglyc-
erol and inositol 1,4,5-triphosphate (IP3). Subsequently, 
IP3 binds to a specific receptor (ITPR) on the endo-
plasmic reticulum membrane, triggering the release of 
 Ca2+ [44].

ITPR consists of approximately 2700 amino acids 
[45, 46], including N-terminal domain (IP3 domain), 
C-terminal domain and regulatory domain. ITPR is 
an intrinsic membrane protein with 6 transmembrane 
segments [47, 48]. ITPR regulates receptor activity 
through post-translational modification (phosphoryla-
tion, ubiquitination, etc.) or interaction with regulatory 
proteins (such as chromogranin A and B, neuronal cal-
cium receptor 1, etc.) [49–52].

There are three subtypes of ITPR: ITPR1, ITPR2 and 
ITPR3 [53, 54]. Among them, the research of ITPR1 is 
relatively extensive. ITPR1 releases  Ca2+ at lower  Ca2+ 
concentrations, and inhibits the channel in the opposite 
case [55, 56]. Studies have shown that ITPR1 is located 
in the endoplasmic reticulum, cytoplasm and close to 
the nucleus in hepatocytes and bile duct cells, and ITPR1 
also plays an important role in the metabolism, prolifera-
tion and secretion of bile duct cells in liver cancer cells 
[57–60]. ITPR1 is down-regulated in head and neck 
tumors and esophageal cancer [23, 24]. However, there is 
no association analysis in breast cancer.

In our study, according to a variety of database studies, 
ITPR1 had lower expression in many tumors. The expres-
sion of ITPR1 in breast cancer tissue was down-regulated 
compared with normal tissue. The expression of ITPR1 
was related to the clinicopathological characteristics of 
breast cancer.

At present, breast cancer is divided into carcinoma 
in  situ and invasive carcinoma according to the scope 
of invasion. Different breast cancer cells may have dif-
ferences in the expression of estrogen receptor, proges-
terone receptor and HER2 protein. According to these 
characteristics, breast cancer can be divided into hor-
mone receptor-positive breast cancer, HER-positive 
breast cancer and triple-negative breast cancer. Accord-
ing to reports, SBR grade and NPI are prognostic factors 
for breast cancer. SBR is graded according to three indi-
cators: whether there are duct formation, nucleus mor-
phology, and mitotic figures. NPI scores based on tumor 
size, number of axillary lymph node metastases, and his-
tological grade under microscope. The higher the SBR 
grade or the higher the NPI score, the worse the progno-
sis. The expression of ITPR1 in SBR grade and NPI grad-
ually decreases, and the expression of ER positive, HER2 
negative, lymph node negative, non-triple negative and 
non-basal-like states was significantly increased, and it 
was related to the prognosis of breast cancer. Therefore, 
the expression of ITPR1 gene might be a new biomarker 
factor affecting the prognosis of breast cancer.

According to the survival curve of different datasets of 
ITPR1 expression, the prognostic value of breast cancer 
was analyzed with PrognoScan database. Through the 
meta-analysis of survival curve data, 9 data sets with clin-
ical statistical value were proposed. Breast cancer patients 
with elevated expression of ITPR1 had better overall sur-
vival, recurrence-free survival, disease-specific survival, 
and survival without distant metastasis. The same trend 
was confirmed in Kaplan–Meier Plotter. Next, continue 
to analyze the correlation between the expression level of 
ITPR1 and clinical variables, and found that the expres-
sion of ITPR1 was related to hormone receptor-positive 
breast cancer, HER-positive breast cancer and triple-neg-
ative breast cancer. Then, we used immunohistochem-
istry and western blot methods to verify the expression 
and prognosis of ITPR1 once again. Unfortunately, the 
P-values of ITPR1 were not always meaningful in the 
multivariate analysis.We suggest that small sample sizes 
may lead to nonsignificant P-values.In the future, we will 
increase the tumor samples to elucidate the relationship 
between ITPR1 and the expression and survival of vari-
ous clinical variables.

Then, we discussed the predictive value of ITPR1 
expression level for clinical treatment of breast can-
cer. The result show that the expression level of ITPR1 
in chemotherapy patients was higher than that in non-
chemotherapeutic patients. In bladder cancer, the over-
expression of ITPR1 in drug-resistant cells could induce 
cell apoptosis and increase sensitivity to cisplatin [16]. So 
we suspect that high expression of ITPR1 can increase 
the sensitivity of breast cancer chemotherapy. According 
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to the results the expression level of ITPR1 could predict 
the effect of chemotherapy, the AUC value was 0.589, 
P < 0.05. AUC (Area Under Curve) is defined as the area 
under the ROC curve and the coordinate axis. The value 
range of AUC is between 0.5 -1. The closer the AUC is to 
1.0, the higher the authenticity of the detection method; 
when it is equal to 0.5, the authenticity is the lowest and 
it has no application value. According to the predicted 
AUC, although it is greater than 0.5, it is not significant. 
According to the results of bioinformatics analysis and 
prediction, we need further experimental verification to 
draw conclusions. It can be used as a candidate resource 
and early foundation for future scientific team experi-
mental exploration. The above results suggested that the 
high expression of ITPR1 may affect the prognosis of 
breast cancer.

In order to better understand ITPR1, we defined for 20 
proteins that interact with ITPR1 in the STRING data-
base, and performed GO enrichment and KEGG pathway 
analysis. ITPR1 was involved in a variety of biological 
processes, molecular functions and cellular components, 
including regulation of calcium ion transport, Fc-gamma 
receptor signaling pathway involved in phagocytosis, T 
cell receptor signaling pathway, immune response-regu-
lating cell surface receptor signaling pathway, autophago-
some, Endoplasmic reticulum membrane, calcium ion 
binding. The related pathways mainly included: VEGF 
signaling pathway, HIF-1 signaling pathway, Wnt sign-
aling pathway, Fc epsilon RI signaling pathway, B cell 
receptor signaling pathway, Th1 and Th2 cell differentia-
tion and T cell receptor signaling pathway. It has been 
reported that the combination of TMEM173 and ITPR1 
could control the release of calcium from the endoplas-
mic reticulum of macrophages and monocytes [15]. In 
kidney cancer, HIF2α affected the expression of ITPR1 
and activated autophagy of target cells through NK-
derived signals, thereby regulating NK-mediated kill-
ing [21]. Our analysis also showed that the expression of 
ITPR1 was related to immune infiltration, and the biolog-
ical function of ITPR1 in breast cancer was unclear.

Immunotherapy is a very popular treatment method 
for all malignant tumors including breast cancer in recent 
years. Different from the previous biological treatment, 
it is a treatment method to control the tumor by using 
appropriate methods to adjust or enhance the body’s 
immune response to tumor cells. Some of them can 
achieve surprising effects. Usually chemotherapy, endo-
crine therapy, and targeted therapy only target tumor 
cells. Immunotherapy is a way to truly kill tumors by 
strengthening one’s own immune system, so immuno-
therapy is expected to become a new innovation in the 
field of tumor treatment following surgery, radiotherapy, 
chemotherapy, and endocrine therapy. Next, our research 

provided a new perspective on the potential function of 
ITPR1 in breast cancer immunology and its application 
as a cancer biomarker. In this study, it was found that the 
expression of ITPR1 was related to the multiple levels of 
immune infiltration in triple-negative breast cancer, but 
is not related to luminal and HER2 breast cancer. The 
results showed that CD8 + T cells (r = 0.455, P = 1.28e-
05), CD4 + T cells (r = 0.28, P = 1.77e-03), and neutro-
phils (r = 0.226, P = 1.06e-02), dendritic cells (r = 0.448, 
P = 9.02e-07) and macrophages (r = 0.427, P = 2.19e-06) 
infiltration levels were in the middle to ITPR1 expression 
strong positive correlation. And the correlation between 
the expression of ITPR1 and immune cell marker genes 
also suggests that ITPR1 might play a role in the immune 
regulation of triple-negative breast cancer. Similarly, the 
correlation between luminal and HER2 breast cancer 
were weak. The results showed that ITPR1 is related to 
monocytes, M2 macrophages, TAM, Th1 cells, neutro-
phils and dendritic cells of triple-negative breast can-
cer. However, whether it can play a regulatory role in 
triple-negative breast cancer requires further explora-
tion. According to the results of clinical studies, atezoli-
zumab combined with chemotherapy is the first-line 
treatment for patients with unresectable locally advanced 
or metastatic PD-L1-positive triple-negative breast can-
cer. Atezolizumab has also become the first approved 
for use Immunotherapy drugs for breast cancer. And 
immunotherapy combined with chemotherapy is also 
the first-line treatment for triple-negative breast cancer. 
Combined with our analysis, ITPR1 is correlated with 
the level of immune infiltration in triple-negative breast 
cancer, and is highly expressed in chemotherapy. It sug-
gests that the increase of ITPR1 may improve the sensi-
tivity of immunotherapy combined with chemotherapy 
in the treatment of triple-negative breast cancer. Next, 
four proteins that participate in the VEGF signaling path-
way, HIF-1 signaling pathway, immune signaling pathway 
and Calcium signaling pathway are identified: PLCB1, 
PLCG1, PRKACA, and PPP3R1. The correlation was 
verified again in BC-GenExMiner v4.3. And analyze the 
prognostic value of ITPR1 and related gene complexes. 
However, we found that ITPR1 is correlated with PLCG1 
and PPP3R1, while the correlation between PLCB1 and 
PRKACA is lower. These correlations might suggest the 
possible mechanism of ITPR1 regulating breast cancer 
immune cell function, and provided preliminary guid-
ance for the selection of therapeutic targets.

It should be noted that our results are based on the 
analysis of big data from various databases, and we have 
collected these data as comprehensively as possible. 
However, this discovery can only provide a preliminary 
theoretical basis and needs to be further verified by fol-
low-up research and clinical trials.
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Conclusions
Compared with normal breast tissue, the expression of 
ITPR1 in breast cancer is lower. The higher expression of 
ITPR1 suggested favorable prognosis for patients. ITPR1 
was related to the level of immune infiltration, especially 
in BRCA-Basal patients. All research results indicated 
that ITPR1 might affect breast cancer prognosis and par-
ticipate in immune regulation.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s12885‑ 022‑ 09410‑w.

Additional file 1. 

Additional file 2. 

Acknowledgements
We thank all the clinicians and patients who participated in the study.

Authors’ contributions
C.X.S and H.J. was responsible for experimental design and the supervision of 
this project. HB. had the original idea for the study. H.B. had access to all data 
in the study and was responsible for the integrity of the data and the accuracy 
of the data analyses. H.B., Z.F., and Z.X.S. participated in analyzing the data and 
writing of the manuscript. H.B. prepared figures and tables. All authors have 
read, edited, and approved the final version of the manuscript.

Funding
This work was supported by the National Natural Science Foundation of China 
grant (No. 81573001, No. 81773295 to CXS); the National Natural Science 
Foundation of China grant (81972162 to JH); the Natural Science Fund for Out‑
standing Youth of Heilongjiang Province grant (No. YQ2019H026 to JH); the 
Postdoctoral Scientific Research Staring Fund of Heilongjiang Province grant 
(No. LBH‑Q19042 to JH); and the Major Program of Haiyan Fund of Harbin 
Medical University Cancer Hospital grant (No. JJZD2019‑04 to JH).

Availability of data and materials
All data are available via the corresponding author.

Declarations

Ethics approval and consent to participate
Since all the data were retrieved from the online databases, we assumed that all 
written informed consent had been already obtained. Breast cancer tissues were 
taken from patients undergoing surgical resection at the Harbin Medical Univer‑
sity Cancer Hospital (Harbin, China). All work was approved by the Ethics Com‑
mittee of Harbin Medical University. All experimental procedures comply with 
the experimental management regulations of the State Council of the People’s 
Republic of China, and strictly follow China’s GCP, the "Declaration of Helsinki" and 
relevant Chinese laws and regulations. All experimental protocols were approved 
by the Ethics Licensing Committee of Harbin Medical University. All methods are 
carried out in accordance with relevant guidelines and regulations. All patients 
signed the "Informed Consent for Secondary Use of Pathological Data/Biological 
Specimens". The patient’s identity is coded with numeric keys. The results of this 
study have no effect on their treatment or the treatment of other patients.

Consent for publication
We have obtained consents to publish from all the participants of this study.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Department of Breast Medical Oncology, Harbin Medical University Cancer 
Hospital, 150 Haping Road, Harbin 150040, China. 2 Department of Reproduc‑
tive Medicine, The First Affiliated Hospital of Harbin Medical University, 23 
Youzheng Street, Harbin 150001, China. 

Received: 9 October 2021   Accepted: 8 March 2022

References
 1. Siegel RL, Miller KD, Jemal A. Cancer statistics, 2020. CA Cancer J Clin. 

2020;70(1):7–30. https:// doi. org/ 10. 3322/ caac. 21590.
 2. Sung H, Ferlay J, Siegel RL, Laversanne M, Soerjomataram I, Jemal A, Bray 

F. Global cancer statistics 2020: GLOBOCAN estimates of incidence and 
mortality worldwide for 36 cancers in 185 countries. CA Cancer J Clin. 
2021;71(3):209–49. https:// doi. org/ 10. 3322/ caac. 21660.

 3. Leal F, Liutti VT, Antunes dos Santos VC, Novis de Figueiredo MA, Mac‑
edo LT, Rinck Junior JA, Sasse AD. Neoadjuvant endocrine therapy for 
resectable breast cancer: a systematic review and meta‑analysis. Breast 
(Edinburgh, Scotland). 2015; 24(4):406–412. https:// www. thebr easto nline. 
com/ artic le/ S0960‑ 9776(15) 00072‑7/ fullt ext

 4. Eisen A, Fletcher GG, Gandhi S, Mates M, Freedman OC, Dent SF, Trudeau 
ME. Optimal systemic therapy for early breast cancer in women: a clinical 
practice guideline. Current Oncol (Toronto, Ont). 2015; 22(S1):S67–81. 
https:// www. mdpi. com/ 1718‑ 7729/ 22/ 11/ 2320

 5. Furuichi T, Kohda K, Miyawaki A, Mikoshiba K. Intracellular channels. Curr 
Opin Neurobiol. 1994; 4(3):294–303. https:// www. scien cedir ect. com/ 
scien ce/ artic le/ abs/ pii/ 09594 38894 900892? via% 3Dihub

 6. Patel S, Joseph SK, Thomas AP. Molecular properties of inositol 1,4,5‑tri‑
sphosphate receptors. Cell Calcium. 1999; 25(3):247–264. https:// www. 
scien cedir ect. com/ scien ce/ artic le/ abs/ pii/ S0143 41609 99002 10? via% 
3Dihub

 7. Berridge MJ. Inositol trisphosphate and calcium signalling. Nature. 1993; 
361(6410):315–325. https:// www. nature. com/ artic les/ 36131 5a0

 8. Berridge MJ, Lipp P, Bootman MD. The versatility and universality of 
calcium signalling. Nat Rev Mol Cell Biol. 2000; 1(1):11–21. https:// www. 
nature. com/ artic les/ 35036 035

 9. Berridge MJ, Bootman MD, Roderick HL. Calcium signalling: dynamics, 
homeostasis and remodelling. Nat Rev Mol Cell Biol. 2003; 4(7):517–529. 
https:// www. nature. com/ artic les/ nrm11 55

 10. Nadif Kasri N, Bultynck G, Sienaert I, Callewaert G, Erneux C, Missiaen L, 
Parys JB, De Smedt H. The role of calmodulin for inositol 1,4,5‑trisphos‑
phate receptor function. Biochim Biophys Acta. 2002; 1600(1–2):19–31. 
https:// www. scien cedir ect. com/ scien ce/ artic le/ abs/ pii/ S1570 96390 
20044 05? via% 3Dihub

 11. Taylor CW, Laude AJ. IP3 receptors and their regulation by calmodulin 
and cytosolic Ca2+. Cell Calcium. 2002; 32(5–6):321–334. https:// www. 
scien cedir ect. com/ scien ce/ artic le/ abs/ pii/ S0143 41600 20018 59? via% 
3Dihub

 12. Furuichi T, Simon‑Chazottes D, Fujino I, Yamada N, Hasegawa M, Miyawaki 
A, Yoshikawa S, Guénet JL, Mikoshiba K. Widespread expression of inositol 
1,4,5‑trisphosphate receptor type 1 gene (Insp3r1) in the mouse central 
nervous system. Recept Channels. 1993; 1(1):11–24. https:// pubmed. ncbi. 
nlm. nih. gov/ 80817 10/

 13. Worley PF, Baraban JM, Colvin JS, Snyder SH. Inositol trisphosphate receptor 
localization in brain: variable stoichiometry with protein kinase C. Nature. 
1987; 325(7000):159–161. https:// www. nature. com/ artic les/ 32515 9a0.

 14. Ganesamoorthy D, Bruno DL, Schoumans J, Storey E, Delatycki MB, Zhu D, 
Wei MK, Nicholson GA, McKinlay Gardner RJ, Slater HR. Development of a 
multiplex ligation‑dependent probe amplification assay for diagnosis and 
estimation of the frequency of spinocerebellar ataxia type 15. Clin Chem. 
2009; 55(7):1415–1418. https:// acade mic. oup. com/ clinc hem/ artic le/ 55/7/ 
1415/ 56292 17

 15. Zhang H, Zeng L, Xie M, Liu J, Zhou B, Wu R, Cao L, Kroemer G, Wang 
H, Billiar TR et al. TMEM173 drives lethal coagulation in sepsis. Cell Host 
Microbe. 2020; 27(4):556–570.e556. https:// linki nghub. elsev ier. com/ retri 
eve/ pii/ S1931‑ 3128(20) 30112‑8

 16. Tsunoda T, Koga H, Yokomizo A, Tatsugami K, Eto M, Inokuchi J, Hirata A, 
Masuda K, Okumura K, Naito S. Inositol 1,4,5‑trisphosphate (IP3) receptor 

https://doi.org/10.1186/s12885-022-09410-w
https://doi.org/10.1186/s12885-022-09410-w
https://doi.org/10.3322/caac.21590
https://doi.org/10.3322/caac.21660
https://www.thebreastonline.com/article/S0960-9776(15)00072-7/fulltext
https://www.thebreastonline.com/article/S0960-9776(15)00072-7/fulltext
https://www.mdpi.com/1718-7729/22/11/2320
https://www.sciencedirect.com/science/article/abs/pii/0959438894900892?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/0959438894900892?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S0143416099900210?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S0143416099900210?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S0143416099900210?via%3Dihub
https://www.nature.com/articles/361315a0
https://www.nature.com/articles/35036035
https://www.nature.com/articles/35036035
https://www.nature.com/articles/nrm1155
https://www.sciencedirect.com/science/article/abs/pii/S1570963902004405?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S1570963902004405?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S0143416002001859?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S0143416002001859?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S0143416002001859?via%3Dihub
https://pubmed.ncbi.nlm.nih.gov/8081710/
https://pubmed.ncbi.nlm.nih.gov/8081710/
https://www.nature.com/articles/325159a0
https://academic.oup.com/clinchem/article/55/7/1415/5629217
https://academic.oup.com/clinchem/article/55/7/1415/5629217
https://linkinghub.elsevier.com/retrieve/pii/S1931-3128(20)30112-8
https://linkinghub.elsevier.com/retrieve/pii/S1931-3128(20)30112-8


Page 20 of 21Han et al. BMC Cancer          (2022) 22:297 

type1 (IP3R1) modulates the acquisition of cisplatin resistance in bladder 
cancer cell lines. Oncogene. 2005; 24(8):1396–1402. https:// www. nature. 
com/ artic les/ 12083 13

 17. Yunyan Gu, Li Pengfei, Peng Fuduan, Zhang Mengmeng, Zhang 
Yuanyuan, Liang Haihai, Zhao Wenyuan, Qi Lishuang, Wang Hongwei, 
Wang Chenguang, Guo Zheng. Autophagy‑related prognostic signature 
for breast cancer. Mol Carcinog. 2016;55(3):292–9. https:// doi. org/ 10. 
1002/ mc. 22278.

 18. Decuypere JP, Welkenhuyzen K, Luyten T, Ponsaerts R, Dewaele M, Molgó 
J, Agostinis P, Missiaen L, De Smedt H, Parys JB, et al. Ins(1,4,5)P3 receptor‑
mediated Ca2+ signaling and autophagy induction are interrelated. 
Autophagy. 2011;7(12):1472–89. https:// doi. org/ 10. 4161/ auto.7. 12. 17909.

 19. Decuypere JP, Bultynck G, Parys JB. A dual role for Ca(2+) in autophagy 
regulation. Cell Calcium. 2011; 50(3):242–250. https:// www. scien cedir ect. 
com/ scien ce/ artic le/ abs/ pii/ S0143 41601 10007 16? via% 3Dihub

 20. Parys JB, Decuypere JP, Bultynck G. Role of the inositol 1,4,5‑trisphosphate 
receptor/Ca2+‑release channel in autophagy. Cell Commun Signal. 
2012;10(1):17. https:// doi. org/ 10. 1186/ 1478‑ 811X‑ 10‑ 17.

 21. Messai Y, Noman MZ, Hasmim M, Janji B, Tittarelli A, Boutet M, Baud V, Viry 
E, Billot K, Nanbakhsh A et al. ITPR1 protects renal cancer cells against 
natural killer cells by inducing autophagy. Cancer Res. 2014; 74(23):6820–
6832. https:// cance rres. aacrj ourna ls. org/ conte nt/ 74/ 23/ 6820. long

 22 Messai Y, Noman MZ, Hasmim M, Escudier B, Chouaib S. HIF‑2α/
ITPR1 axis: a new saboteur of NK‑mediated lysis. Oncoimmunology. 
2015;4(2):e985951. https:// doi. org/ 10. 4161/ 21624 02X. 2014. 985951.

 23. Ren Z, Zhang L, Ding W, Luo Y, Shi Z, Shrestha B, Kan X, Zhang Z, Ding 
J, He H et al. Development and validation of a novel survival model for 
head and neck squamous cell carcinoma based on autophagy‑related 
genes. Genomics. 2021; 113(1 Pt 2):1166–1175. https:// www. scien cedir 
ect. com/ scien ce/ artic le/ abs/ pii/ S0888 75432 03201 52? via% 3Dihub

 24. Zhu L, Dong L, Feng M, Yang F, Jiang W, Huang Z, Liu F, Wang L, Wang 
G, Li Q. Profiles of autophagy‑related genes in esophageal adeno‑
carcinoma. BMC Cancer. 2020;20(1):943. https:// doi. org/ 10. 1186/ 
s12885‑ 020‑ 07416‑w.

 25. Rhodes DR, Yu J, Shanker K, Deshpande N, Varambally R, Ghosh D, 
Barrette T, Pandey A, Chinnaiyan AM. ONCOMINE: a cancer microarray 
database and integrated data‑mining platform. Neoplasia (New York, NY). 
2004; 6(1):1–6. https:// www. scien cedir ect. com/ scien ce/ artic le/ pii/ S1476 
55860 48004 72

 26. Tang Z, Li C, Kang B, Gao G, Li C, Zhang Z. GEPIA: a web server for cancer 
and normal gene expression profiling and interactive analyses. Nucleic 
Acids Res. 2017;45(W1):W98‑w102. https:// doi. org/ 10. 1093/ nar/ gkx247.

 27. Bartha Á, Győrffy B. TNMplot.com: a web tool for the comparison of gene 
expression in normal, tumor and metastatic tissues. Int J Mol Sci. 2021; 
22(5). https:// www. mdpi. com/ 1422‑ 0067/ 22/5/ 2622

 28. Jézéquel P, Gouraud W, Ben Azzouz F, Guérin‑Charbonnel C, Juin PP, Lasla 
H, Campone M. bc‑GenExMiner 4.5: new mining module computes 
breast cancer differential gene expression analyses. Database. 2021; 2021. 
https:// doi. org/ 10. 1093/ datab ase/ baab0 07/ 61430 43

 29. Uhlen M, Zhang C, Lee S, Sjöstedt E, Fagerberg L, Bidkhori G, Benfeitas 
R, Arif M, Liu Z, Edfors F, et al. A pathology atlas of the human cancer 
transcriptome. Science (New York, NY). 2017;357(6352):eaan2507. https:// 
doi. org/ 10. 1126/ scien ce. aan25 07.

 30 Mizuno H, Kitada K, Nakai K, Sarai A. PrognoScan: a new database for 
meta‑analysis of the prognostic value of genes. BMC Med Genomics. 
2009;2:18. https:// doi. org/ 10. 1186/ 1755‑ 8794‑2‑ 18.

 31. Györffy B, Lanczky A, Eklund AC, Denkert C, Budczies J, Li Q, Szallasi Z. An 
online survival analysis tool to rapidly assess the effect of 22,277 genes 
on breast cancer prognosis using microarray data of 1,809 patients. Breast 
Cancer Res Treat. 2010; 123(3):725–731. https:// link. sprin ger. com/ artic le/ 
10. 1007% 2Fs10 549‑ 009‑ 0674‑9

 32 Fekete JT, Győrffy B. ROCplot.org: Validating predictive biomark‑
ers of chemotherapy/hormonal therapy/anti‑HER2 therapy using 
transcriptomic data of 3,104 breast cancer patients. Int J Cancer. 
2019;145(11):3140–51. https:// doi. org/ 10. 1002/ ijc. 32369.

 33. Han B, Sun Y, Yang D, Zhang H, Mo S, Chen X, Lu H, Mao X, Hu J. USP22 
promotes development of lung adenocarcinoma through ubiquitination 
and immunosuppression. Aging. 2020; 12(8):6990–7005. https:// www. 
aging‑ us. com/ artic le/ 103056/ text

 34. Szklarczyk D, Gable AL, Lyon D, Junge A, Wyder S, Huerta‑Cepas J, Simon‑
ovic M, Doncheva NT, Morris JH, Bork P, et al. STRING v11: protein‑protein 

association networks with increased coverage, supporting functional 
discovery in genome‑wide experimental datasets. Nucleic Acids Res. 
2019;47(D1):D607‑d613. https:// doi. org/ 10. 1093/ nar/ gky11 31.

 35. Li T, Fu J, Zeng Z, Cohen D, Li J, Chen Q, Li B, Liu XS. TIMER2.0 for analysis 
of tumor‑infiltrating immune cells. Nucleic Acids Res. 2020; 48(W1):W509‑
w514. https:// acade mic. oup. com/ nar/ artic le/ 48/ W1/ W509/ 58421 87

 36. Li B, Severson E, Pignon JC, Zhao H, Li T, Novak J, Jiang P, Shen H, Aster JC, 
Rodig S, et al. Comprehensive analyses of tumor immunity: implications 
for cancer immunotherapy. Genome Biol. 2016;17(1):174. https:// doi. org/ 
10. 1186/ s13059‑ 016‑ 1028‑7.

 37. Kanehisa, M. and Goto, S. KEGG: Kyoto Encyclopedia of Genes and 
Genomes. Nucleic Acids Res. 2000;28(1):27–30. https:// acade mic. oup. 
com/ nar/ artic le/ 28/1/ 27/ 23843 32

 38. Larkin J, Hodi FS, Wolchok JD. Combined Nivolumab and Ipilimumab or 
Monotherapy in Untreated Melanoma. N Engl J Med. 2015;373(13):1270–
1. https:// doi. org/ 10. 1056/ NEJMo a1504 030.

 39. Motzer RJ, Escudier B, McDermott DF, George S, Hammers HJ, Srini‑
vas S, Tykodi SS, Sosman JA, Procopio G, Plimack ER, et al. Nivolumab 
versus Everolimus in advanced renal‑cell carcinoma. N Engl J Med. 
2015;373(19):1803–13. https:// doi. org/ 10. 1056/ NEJMo a1510 665.

 40. Reck M, Rodríguez‑Abreu D, Robinson AG, Hui R, Csőszi T, Fülöp A, 
Gottfried M, Peled N, Tafreshi A, Cuffe S, et al. Pembrolizumab versus 
Chemotherapy for PD‑L1‑Positive Non‑Small‑Cell Lung Cancer. N Eng J 
Med. 2016;375(19):1823–33. https:// doi. org/ 10. 1056/ NEJMo a1606 774.

 41. Rodrigues MA, Gomes DA, Leite MF, Grant W, Zhang L, Lam W, Cheng YC, 
Bennett AM, Nathanson MH. Nucleoplasmic calcium is required for cell 
proliferation. J Biol Chem. 2007; 282(23):17061–17068. https:// linki nghub. 
elsev ier. com/ retri eve/ pii/ S0021‑ 9258(19) 57652‑9

 42. Andrade V, Guerra M, Jardim C, Melo F, Silva W, Ortega JM, Robert M, 
Nathanson MH, Leite F. Nucleoplasmic calcium regulates cell proliferation 
through legumain. J Hepatol. 2011; 55(3):626–635. https:// linki nghub. 
elsev ier. com/ retri eve/ pii/ S0168‑ 8278(11) 00010‑9

 43. Guimarães E, Machado R, Fonseca MC, França A, Carvalho C, Araújo ESAC, 
Almeida B, Cassini P, Hissa B, Drumond L, et al. Inositol 1, 4, 5‑trisphos‑
phate‑dependent nuclear calcium signals regulate angiogenesis and cell 
motility in triple negative breast cancer. PloS One. 2017;12(4):e0175041. 
https:// doi. org/ 10. 1371/ journ al. pone. 01750 41.

 44 Resende RR, Andrade LM, Oliveira AG, Guimarães ES, Guatimosim S, 
Leite MF. Nucleoplasmic calcium signaling and cell proliferation: calcium 
signaling in the nucleus. Cell Commun Signal : CCS. 2013;11(1):14. https:// 
doi. org/ 10. 1186/ 1478‑ 811X‑ 11‑ 14.

 45. Jiang QX, Thrower EC, Chester DW, Ehrlich BE, Sigworth FJ. Three‑dimensional 
structure of the type 1 inositol 1,4,5‑trisphosphate receptor at 24 A resolu‑
tion. EMBO J. 2002;21(14):3575–81. https:// doi. org/ 10. 1093/ emboj/ cdf380.

 46. Shah SZA, Zhao D, Khan SH, Yang L. Regulatory Mechanisms of 
Endoplasmic Reticulum Resident IP3 Receptors. J Mol Neurosci : MN. 
2015; 56(4):938–948. https:// link. sprin ger. com/ artic le/ 10. 1007% 2Fs12 
031‑ 015‑ 0551‑4

 47. Foskett JK, White C, Cheung KH, Mak DO. Inositol trisphosphate receptor 
Ca2+ release channels. Physiol Rev. 2007;87(2):593–658. https:// doi. org/ 
10. 1152/ physr ev. 00035. 2006.

 48. Baker MR, Fan G, Serysheva, II. Structure of IP(3)R channel: high‑resolution 
insights from cryo‑EM. Curr Opin Struct Biol. 2017; 46:38–47. https:// linki 
nghub. elsev ier. com/ retri eve/ pii/ S0959‑ 440X(16) 30230‑5

 49. Yang J, Vais H, Gu W, Foskett JK. Biphasic regulation of InsP3 receptor gat‑
ing by dual Ca2+ release channel BH3‑like domains mediates Bcl‑xL con‑
trol of cell viability. Proc Natl Acad Sci U S A. 2016; 113(13):E1953–1962. 
https:// www. pnas. org/ conte nt/ 113/ 13/ E1953. long

 50. Choe CU, Ehrlich BE. The inositol 1,4,5‑trisphosphate receptor (IP3R) and 
its regulators: sometimes good and sometimes bad teamwork. Sci STKE. 
2006; 2006(363):re15. https:// pubmed. ncbi. nlm. nih. gov/ 17132 820/

 51. Wang L, Wagner LE, 2nd, Alzayady KJ, Yule DI. Region‑specific proteolysis 
differentially regulates type 1 inositol 1,4,5‑trisphosphate receptor activ‑
ity. J Biol Chem. 2017; 292(28):11714–11726. https:// linki nghub. elsev ier. 
com/ retri eve/ pii/ S0021‑ 9258(20) 37038‑1

 52. Khan MT, Wagner L, 2nd, Yule DI, Bhanumathy C, Joseph SK. Akt kinase 
phosphorylation of inositol 1,4,5‑trisphosphate receptors. J Biol Chem. 
2006; 281(6):3731–3737. https:// linki nghub. elsev ier. com/ retri eve/ pii/ 
S0021‑ 9258(20) 81767‑0

 53. Pantazaka E, Taylor CW. Differential distribution, clustering, and lateral 
diffusion of subtypes of the inositol 1,4,5‑trisphosphate receptor. J Biol 

https://www.nature.com/articles/1208313
https://www.nature.com/articles/1208313
https://doi.org/10.1002/mc.22278
https://doi.org/10.1002/mc.22278
https://doi.org/10.4161/auto.7.12.17909
https://www.sciencedirect.com/science/article/abs/pii/S0143416011000716?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S0143416011000716?via%3Dihub
https://doi.org/10.1186/1478-811X-10-17
https://cancerres.aacrjournals.org/content/74/23/6820.long
https://doi.org/10.4161/2162402X.2014.985951
https://www.sciencedirect.com/science/article/abs/pii/S0888754320320152?via%3Dihub
https://www.sciencedirect.com/science/article/abs/pii/S0888754320320152?via%3Dihub
https://doi.org/10.1186/s12885-020-07416-w
https://doi.org/10.1186/s12885-020-07416-w
https://www.sciencedirect.com/science/article/pii/S1476558604800472
https://www.sciencedirect.com/science/article/pii/S1476558604800472
https://doi.org/10.1093/nar/gkx247
https://www.mdpi.com/1422-0067/22/5/2622
https://doi.org/10.1093/database/baab007/6143043
https://doi.org/10.1126/science.aan2507
https://doi.org/10.1126/science.aan2507
https://doi.org/10.1186/1755-8794-2-18
https://link.springer.com/article/10.1007%2Fs10549-009-0674-9
https://link.springer.com/article/10.1007%2Fs10549-009-0674-9
https://doi.org/10.1002/ijc.32369
https://www.aging-us.com/article/103056/text
https://www.aging-us.com/article/103056/text
https://doi.org/10.1093/nar/gky1131
https://academic.oup.com/nar/article/48/W1/W509/5842187
https://doi.org/10.1186/s13059-016-1028-7
https://doi.org/10.1186/s13059-016-1028-7
https://academic.oup.com/nar/article/28/1/27/2384332
https://academic.oup.com/nar/article/28/1/27/2384332
https://doi.org/10.1056/NEJMoa1504030
https://doi.org/10.1056/NEJMoa1510665
https://doi.org/10.1056/NEJMoa1606774
https://linkinghub.elsevier.com/retrieve/pii/S0021-9258(19)57652-9
https://linkinghub.elsevier.com/retrieve/pii/S0021-9258(19)57652-9
https://linkinghub.elsevier.com/retrieve/pii/S0168-8278(11)00010-9
https://linkinghub.elsevier.com/retrieve/pii/S0168-8278(11)00010-9
https://doi.org/10.1371/journal.pone.0175041
https://doi.org/10.1186/1478-811X-11-14
https://doi.org/10.1186/1478-811X-11-14
https://doi.org/10.1093/emboj/cdf380
https://link.springer.com/article/10.1007%2Fs12031-015-0551-4
https://link.springer.com/article/10.1007%2Fs12031-015-0551-4
https://doi.org/10.1152/physrev.00035.2006
https://doi.org/10.1152/physrev.00035.2006
https://linkinghub.elsevier.com/retrieve/pii/S0959-440X(16)30230-5
https://linkinghub.elsevier.com/retrieve/pii/S0959-440X(16)30230-5
https://www.pnas.org/content/113/13/E1953.long
https://pubmed.ncbi.nlm.nih.gov/17132820/
https://linkinghub.elsevier.com/retrieve/pii/S0021-9258(20)37038-1
https://linkinghub.elsevier.com/retrieve/pii/S0021-9258(20)37038-1
https://linkinghub.elsevier.com/retrieve/pii/S0021-9258(20)81767-0
https://linkinghub.elsevier.com/retrieve/pii/S0021-9258(20)81767-0


Page 21 of 21Han et al. BMC Cancer          (2022) 22:297  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

Chem. 2011; 286(26):23378–23387. https:// linki nghub. elsev ier. com/ retri 
eve/ pii/ S0021‑ 9258(19) 48872‑8

 54. Tu H, Wang Z, Nosyreva E, De Smedt H, Bezprozvanny I. Functional char‑
acterization of mammalian inositol 1,4,5‑trisphosphate receptor isoforms. 
Biophys J. 2005; 88(2):1046–1055. https:// linki nghub. elsev ier. com/ retri 
eve/ pii/ S0006‑ 3495(05) 73175‑1

 55 Finch EA, Turner TJ, Goldin SM. Calcium as a coagonist of inositol 
1,4,5‑trisphosphate‑induced calcium release. Science (New York, NY). 
1991;252(5004):443–6. https:// doi. org/ 10. 1126/ scien ce. 20176 83.

 56. De Young GW, Keizer J. A single‑pool inositol 1,4,5‑trisphosphate‑recep‑
tor‑based model for agonist‑stimulated oscillations in Ca2+ concentra‑
tion. Proc Natl Acad Sci U S A. 1992; 89(20):9895–9899. https:// www. pnas. 
org/ conte nt/ 89/ 20/ 9895. long

 57. Hirata K, Pusl T, O’Neill AF, Dranoff JA, Nathanson MH. The type II inositol 
1,4,5‑trisphosphate receptor can trigger Ca2+ waves in rat hepatocytes. 
Gastroenterology. 2002; 122(4):1088–1100. https:// www. gastr ojour nal. 
org/ artic le/ S0016‑ 5085(02) 96151‑2/ fullt ext? refer rer= https% 3A% 2F% 
2Fpm. yuntsg. com% 2F

 58. Minagawa N, Nagata J, Shibao K, Masyuk AI, Gomes DA, Rodrigues MA, 
Lesage G, Akiba Y, Kaunitz JD, Ehrlich BE et al. Cyclic AMP regulates 
bicarbonate secretion in cholangiocytes through release of ATP into bile. 
Gastroenterology. 2007; 133(5):1592–1602. https:// linki nghub. elsev ier. 
com/ retri eve/ pii/ S0016‑ 5085(07) 01477‑1

 59. Kruglov EA, Gautam S, Guerra MT, Nathanson MH. Type 2 inositol 1,4,5‑tri‑
sphosphate receptor modulates bile salt export pump activity in rat 
hepatocytes. Hepatology (Baltimore, Md). 2011;54(5):1790–9. https:// doi. 
org/ 10. 1002/ hep. 24548.

 60. Feriod CN, Oliveira AG, Guerra MT, Nguyen L, Richards KM, Jurczak MJ, 
Ruan HB, Camporez JP, Yang X, Shulman GI, et al. Hepatic Inositol 1,4,5 Tri‑
sphosphate Receptor Type 1 Mediates Fatty Liver. Hepatology Commun. 
2017;1(1):23–35. https:// doi. org/ 10. 1002/ hep4. 1012.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.

https://linkinghub.elsevier.com/retrieve/pii/S0021-9258(19)48872-8
https://linkinghub.elsevier.com/retrieve/pii/S0021-9258(19)48872-8
https://linkinghub.elsevier.com/retrieve/pii/S0006-3495(05)73175-1
https://linkinghub.elsevier.com/retrieve/pii/S0006-3495(05)73175-1
https://doi.org/10.1126/science.2017683
https://www.pnas.org/content/89/20/9895.long
https://www.pnas.org/content/89/20/9895.long
https://www.gastrojournal.org/article/S0016-5085(02)96151-2/fulltext?referrer=https%3A%2F%2Fpm.yuntsg.com%2F
https://www.gastrojournal.org/article/S0016-5085(02)96151-2/fulltext?referrer=https%3A%2F%2Fpm.yuntsg.com%2F
https://www.gastrojournal.org/article/S0016-5085(02)96151-2/fulltext?referrer=https%3A%2F%2Fpm.yuntsg.com%2F
https://linkinghub.elsevier.com/retrieve/pii/S0016-5085(07)01477-1
https://linkinghub.elsevier.com/retrieve/pii/S0016-5085(07)01477-1
https://doi.org/10.1002/hep.24548
https://doi.org/10.1002/hep.24548
https://doi.org/10.1002/hep4.1012

	Systematic analysis of the expression and prognostic value of ITPR1 and correlation with tumor infiltrating immune cells in breast cancer
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusion: 

	Introduction
	Methods
	ONCOMINE database
	GEPIA
	TNMplot database
	Breast cancer Gene-Expression Miner v4.5 (Bc-GenExMiner v4.5)
	Human protein atlas
	PrognoScan
	The Kaplan–Meier Plotter
	ROC plotter
	Immunohistochemistry
	Cell lines and cell culture
	Western blot assay and antibodies
	STRING
	TIMER database analysis
	Statistical analysis

	Results
	Low expression of ITPR1 in patients with breast cancer

	The expression of ITPR1 in the clinical and pathological characteristics of breast cancer patients
	The influence of ITPR1 expression on the prognosis of breast cancer
	Compared with normal breast tissue, ITPR1 is lower in breast cancer and is associated with prognosis
	GO and KEGG enrichment analysis of ITPR1 and its 20 co-expression genes
	ITPR1 expression is correlated with immune infiltration level in breast cancer
	The correlation between ITPR1 and different immune biomarkers
	Co-expression analysis of ITPR1 gene

	Discussion
	Conclusions
	Acknowledgements
	References


