
Table S1: The transcriptional levels of CIRBP and INPP5K in different types of gynecological cancer and normal 

tissues (ONCOMINE).

 

Gene symbol Types of gynecology cancer vs. Norma Fold change t-test p-value Ref PMID 

 

CIRBP 

Cervical squamous cell carcinoma vs. Normal 1.801 5.612 4.24E-7 Scotto Cervix 2 18506748 

Cervical squamous cell carcinoma vs. Normal 1.362 6.305 1.61E-4 Biewenga Cervix 18191186 

Cervical Squamous Cell Carcinoma Epithelia vs. Normal 1.658 4.310 1.01E-4 Zhai Cervix 17974957 

 

 

 

 

CIRBP 

Ovarian Serous Adenocarcinoma vs. Normal 5.365 9.222 1.63E-5 Adib Ovarian 14760385 

Ovarian Carcinoma vs. Normal 4.637 15.090 1.79E-10 Bonome Ovarian 18593951 

Ovarian Serous Surface Papillary Carcinoma vs. Normal 4.238 13.077 3.16E-9 Welsh Ovarian 11158614 

Ovarian Serous Adenocarcinoma vs. Normal 3.801 9.944 1.61E-11 Yoshihara Ovarian 19486012 

Ovarian Serous Cystadenocarcinoma vs. Normal 3.177 13.192 7.24E-7 TCGA Ovarian  

Ovarian Endometrioid Adenocarcinoma vs. Normal 2.900 4.272 0.001 Lu Ovarian 15161682 

Ovarian Mucinous Adenocarcinoma vs. Normal 2.327 3.294 0.004 Lu Ovarian 15161682 

Ovarian Serous Adenocarcinoma vs. Normal 1.880 5.334 2.07E-5 Lu Ovarian 15161682 

Ovarian Clear Cell Adenocarcinoma vs. Normal 1.615 3.335 0.004 Lu Ovarian 15161682 

Ovarian Serous Adenocarcinoma vs. Normal 1.538 12.974 1.21E-7 Hendrix Ovarian 16452189 

 

INPP5K 

Cervical Squamous Cell Carcinoma vs. Normal 1.23 2.880 0.003 Scotto Cervix 2 18506748 

Cervical Non-Keratinizing Squamous Cell Carcinoma vs. Normal 1.207 3.067 0.005 TCGA Cervix (DNA)  

Cervical Squamous Cell Carcinoma vs. Normal 1.103 5.522 1.86E-7 TCGA Cervix (DNA)  

 

 

INPP5K 

Ovarian Serous Adenocarcinoma vs. Normal 1.950 6.543 1.43E-7 Yoshihara Ovarian 19486012 

Ovarian Serous Surface Papillary Carcinoma vs. Normal 4.267 2.093 0.041 Welsh Ovarian 11158614 

Ovarian Serous Adenocarcinoma vs. Normal 1.143 2.498 0.021 Adib Ovarian 14760385 

Ovarian Endometrioid Adenocarcinoma vs. Normal 1.052 2.916 0.003 Hendrix Ovarian 16452189 

Ovarian Serous Adenocarcinoma vs. Normal 1.029 1.989 0.030 Hendrix Ovarian 16452189 
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Supplementary figure legends 

Figure.S1: Functional enrichment of prognostic genes in CESC (Metascape). (A) 

Heatmap of enriched terms across the included prognostic genes colored by P-values. 

(B) GO terms identified in the GO analysis of the prognostic genes in the categories 

biological processes, cellular components, and molecular functions with 20 minimum 

P-values. (C) Networks of enriched terms and MCODE components identified in the 

gene lists. 

Figure.S2: Functional enrichment of prognostic genes in UCEC (Metascape). (A) 

Heatmap of enriched terms across the included prognostic genes colored by P-values. 

(B) GO terms identified in the GO analysis of the prognostic genes in the categories 

biological processes, cellular components, and molecular functions with 20 minimum 

P-values. (C-D) Networks of enriched terms and MCODE components identified in the 

gene lists. 

Figure.S3: Functional enrichment of prognostic genes in OV (Metascape). (A) 

Heatmap of enriched terms across the included prognostic genes colored by P-values. 

(B) GO terms identified in the GO analysis of the prognostic genes in the categories 

biological processes, cellular components, and molecular functions with 20 minimum 

P-values. (C) Networks of enriched terms and MCODE components identified in the 

gene lists. 

Figure.S4: Functional enrichment of 70 overlapping and intersecting prognostic genes 

in gynecological cancers (Metascape). (A) Number of overlapping and intersecting 

prognostic genes. (B) Heatmap of enriched terms across the 70 included prognostic 

genes colored by P-values. (C) PPI network. (D) Networks of enriched terms and 

MCODE components identified in the gene lists. 

Figure.S5: Correlation between the expression level of CIRBP/INPP5K and the 

clinicopathologic features (including TP53 mutation) of gynecologic cancers 

(UALCAN), P<0.05. 

Figure.S6: CIRBP expression in gynecologic cancers tissues. (A) CIRBP expression in 

tumor cells. (B) CIRBP Localized to the nucleoplasm. (C) CIRBP expression in 
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immune cells. ( The data from Cell Atlas：https://www.proteinatlas.org ) 

Figure.S7: Correlation between the DNA methylation level of CIRBP and the 

clinicopathologic features (including TP53 mutation) of gynecologic cancers 

(UALCAN), P<0.05. 

Figure.S8: Correlation between the DNA methylation level of INPP5K and the 

clinicopathologic features (including TP53 mutation) of gynecologic cancers 

(UALCAN), P<0.05. 

Figure.S9: Prognostic value of APA events of CIRBP and INPP5K in gynecological 

cancer patients (Kaplan–Meier plotter). Patients were divided into high (red) and low 

(blue) PDUI value groups based on the best cut-off values using the R package. 

 

https://www.proteinatlas.org/ENSG00000099622-CIRBP/cell
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