Supplementary Figure 1. TRIM71 expression across multiple cancer types in the GENT database. 
Boxplot analysis from the GENT public bioinformatics database (http://gent2.appex.kr/gent2/) showed TRIM71 (Affymetrix ID: 231310_at) expression patterns across multiple cancer types.

Supplementary Figure 2. Generation and validation of TRIM71-overexpressing and TRIM71-knockout cervical cancer cell lines. 
(A) Stable TRIM71 overexpression was established in MS751 cells using a lentiviral vector, with empty vector controls. Overexpression efficiency was verified by qRT-PCR and Western blot. (B) TRIM71 knockout was generated in SiHa cells via the CRISPR/Cas9 system, and deletion of TRIM71 protein was confirmed by Western blot. (C) Diagram of the CRISPR/Cas9-induced 20-bp deletion in the TRIM71 coding region, resulting in a frameshift. (D) Next-generation sequencing analysis showing mutation patterns at the edited TRIM71 locus, confirming successful knockout. ***P < 0.001.

Supplementary Figure 3. RNA-Seq analysis of MS751-TRIM71 and MS751-Vec cells reveals enrichment of Wnt-related pathways.
(A) Heatmap showing differentially expressed genes between MS751 cells overexpressing TRIM71 and vector-control MS751 cells. (B) KEGG enrichment analysis of differentially expressed genes indicating significant enrichment in several cancer-related signaling pathways. (C–F) GO enrichment analyses of biological processes, cellular components, and molecular functions, revealing pathways associated with cell signaling and regulation. 

Supplementary Figure 4. RIP-Seq analysis identifies TRIM71-associated RNA species and enriched biological pathways.
(A) Pie charts showing the distribution of RNA categories enriched in TRIM71-RIP samples compared with input controls, indicating that the majority of TRIM71-bound transcripts are protein-coding RNAs.
(B) Gene Ontology (GO) enrichment analysis of TRIM71-associated RNAs, including biological processes, cellular components, and molecular functions.
(C) KEGG pathway enrichment analysis revealing significant enrichment of pathways related to RNA metabolism, gene regulation, and cancer-associated signaling processes.


Supplementary table 1. The sequences of PCR primers used in this study
	Target gene
	Application
	Sequence

	TRIM71
	real-time PCR
	F: CTTAGACGTTGTGGCTGTGG

	
	
	R: CTACTTGGGTGCAAGATGGC

	Nectin4
	real-time PCR
	F: CAAAATCTGTGGCACATTGG

	
	
	R: GCTGACATGGCAGACGTAGA

	β-actin
	real-time PCR
	F: GCAAAGACCTGTACGCCAA

	
	
	R: GGAGGAGCAATGATCTTGATCTTC


 
Supplementary table 2. List of the Antibodies used in this study.
	Antibody name
	Source

	TRIM71
	Abcam(ab105330); Santa Cruz(sc-393338)

	CD34
	Proteintech(14486-1-AP)

	Nectin4
	Santa Cruz(sc-515093)

	Active-β-catenin
	Cell signaling(8814)

	p-β-catenin
	Cell signaling(9561)

	β-catenin
	Cell signaling(8480)

	MMP-7
	Proteintech(10374-2-AP)

	Cyclin D1
	Proteintech(60186-1-Ig)

	β-actin
	Proteintech(66009-1-Ig)

	GAPDH
	Proteintech(60004-1-Ig)

	Twist
	Proteintech(25465-1-AP)

	Snail
	Proteintech(13099-1-AP)

	E-Cadherin
	Proteintech(20874-1-AP)

	ZO-1
	Proteintech(21773-1-AP)

	N-Cadherin
	Proteintech(22018-1-AP)


 
Supplementary table 3. The sequences of gRNA and cDNA clone used in this study 
	Name
	Sequence

	gRNA-1
	GGCTGCAGCTCGTGCGATGA

	HTS_fw
	TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGNNNNNNCCTTCCCGCTCGGCACC

	HTS_rv
	GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGNNNNCTCGGACGCAGTTGTCG

	ORF Nucleotide Sequence of TRIM71
	ATGGCTTCGTTCCCCGAGACCGATTTCCAGATCTGCTTGCTGTGCAAGGAGATGTGCGGCTCGCCGGCGCCGCTCTCCTCCAACTCGTCCGCGTCGTCGTCCTCCTCGCAGACGTCCACGTCGTCGGGGGGCGGCGGCGGGGGCCCTGGGGCGGCGGCGCGCCGCCTACACGTCCTGCCCTGCCTGCACGCCTTCTGCCGCCCCTGCCTCGAGGCGCACCGGCTGCCGGCGGCGGGCGGCGGCGCGGCGGGAGAGCCGCTCAAGCTGCGCTGCCCCGTGTGCGACCAGAAAGTAGTGCTAGCCGAGGCGGCGGGTATGGACGCGCTGCCTTCGTCCGCCTTCCTGCTTAGCAACCTGCTCGACGCGGTGGTGGCCACTGCCGACGAGCCGCCGCCCAAGAACGGGCGCGCCGGCGCTCCGGCGGGAGCGGGCGGCCACAGCAACCACCGGCACCACGCTCACCACGCGCACCCGCGCGCGTCCGCCTCCGCGCCGCCACTCCCGCAGGCGCCGCAGCCGCCCGCGCCTTCCCGCTCGGCACCCGGCGGCCCTGCCGCTTCCCCGTCGGCGCTGCTGCTCCGCCGTCCTCACGGCTGCAGCTCGTGCGATGAGGGCAACGCAGCTTCTTCGCGCTGCCTCGACTGCCAGGAGCACCTGTGCGACAACTGCGTCCGAGCGCACCAGCGCGTGCGCCTCACCAAGGACCACTACATCGAGCGCGGCCCGCCGGGTCCCGGTGCCGCAGCAGCGGCGCAGCAGCTCGGGCTCGGGCCGCCCTTTCCCGGCCCGCCCTTCTCCATCCTCTCAGTGTTTCCCGAGCGCCTCGGCTTCTGCCAGCACCACGACGACGAGGTGCTGCACCTGTACTGTGACACTTGCTCTGTACCCATCTGTCGTGAGTGCACAATGGGCCGGCATGGGGGCCACAGCTTCATCTACCTCCAGGAGGCACTGCAGGACTCACGGGCACTCACCATCCAGCTGCTGGCAGATGCCCAGCAGGGACGACAGGCAATCCAGCTGAGCATCGAGCAGGCCCAGACGGTGGCGGAACAGGTGGAGATGAAGGCGAAGGTTGTGCAGTCGGAGGTCAAAGCCGTGACGGCGAGGCATAAGAAAGCCCTGGAGGAACGCGAGTGTGAGCTGCTGTGGAAGGTAGAAAAGATCCGCCAGGTGAAAGCCAAGTCTCTGTACCTGCAGGTGGAGAAGCTGCGGCAAAACCTCAACAAGCTTGAGAGCACCATCAGTGCCGTGCAGCAGGTCCTGGAGGAGGGTAGAGCGCTAGACATCCTACTGGCCCGAGACCGGATGCTGGCCCAGGTGCAGGAGCTGAAGACCGTGCGGAGCCTCCTGCAGCCCCAGGAAGACGACCGAGTCATGTTCACACCCCCCGATCAGGCACTGTACCTTGCCATCAAGTCTTTTGGCTTTGTTAGCAGCGGGGCCTTTGCCCCACTCACCAAGGCCACAGGCGATGGCCTCAAGCGTGCCCTCCAGGGTAAGGTGGCCTCCTTCACAGTCATTGGTTATGACCACGATGGTGAGCCCCGCCTCTCAGGAGGCGACCTGATGTCGGCTGTGGTCCTGGGCCCTGATGGCAACCTGTTTGGTGCAGAGGTGAGTGATCAGCAGAATGGGACATACGTGGTGAGTTACCGACCCCAGCTGGAGGGTGAGCACCTGGTATCTGTGACACTGTGCAACCAGCACATTGAGAACAGCCCTTTCAAGGTGGTGGTCAAGTCAGGCCGCAGCTACGTGGGCATTGGGCTCCCGGGCCTGAGCTTCGGCAGTGAGGGTGACAGCGATGGCAAGCTCTGCCGCCCTTGGGGTGTGAGTGTAGACAAGGAGGGCTACATCATTGTCGCCGACCGCAGCAACAACCGCATCCAGGTGTTCAAGCCCTGCGGCGCCTTCCACCACAAATTCGGCACCCTGGGCTCCCGGCCTGGGCAGTTCGACCGACCAGCCGGCGTGGCCTGTGACGCCTCACGCAGGATCGTGGTGGCTGACAAGGACAATCATCGCATCCAGATCTTCACGTTCGAGGGCCAGTTCCTCCTCAAGTTTGGTGAGAAAGGAACCAAGAATGGGCAGTTCAACTACCCTTGGGATGTGGCGGTGAATTCTGAGGGCAAGATCCTGGTCTCAGACACGAGGAACCACCGGATCCAGCTGTTTGGGCCTGATGGTGTCTTCCTAAACAAGTATGGCTTCGAGGGGGCTCTCTGGAAGCACTTTGACTCCCCACGGGGTGTGGCCTTCAACCATGAGGGCCACTTGGTGGTCACTGACTTCAACAACCACCGGCTCCTGGTTATTCACCCCGACTGCCAGTCGGCACGCTTTCTGGGCTCGGAGGGCACAGGCAATGGGCAGTTCCTGCGCCCACAAGGGGTAGCTGTGGACCAGGAAGGGCGCATCATTGTGGCGGATTCCAGGAACCATCGGGTACAGATGTTTGAATCCAACGGCAGCTTCCTGTGCAAGTTTGGTGCTCAAGGCAGCGGCTTTGGGCAGATGGACCGCCCTTCCGGCATCGCCATCACCCCCGACGGAATGATCGTTGTGGTGGACTTTGGCAACAATCGAATCCTCGTCTTC


  
Supplementary table 4. The sequences of Nectin4 mRNA 3’-UTR wild-type fragments (WT) and its corresponding mutated fragments (Mut) used in Dual-Luciferase Reporter Assay
	Name
	Sequence

	3’UTR WT
	CTTGACCTTTACCTCCAACCCTTCTGTTCATCGGGAGGGCTCCACCAATTGAGTCTCTCCCACCATGCATGCAGGTCACTGTGTGTGTGCATGTGTGCCTGTGTGAGTGTTGACTGACTGTGTGTGTGTGGAGGGGTGACTGTCCGTGGAGGGGTGACTGTGTCCGTGGTGTGTATTATGCTGTCATATCAGAGTCAAGTGAACTGTGGTGTATGTGCCACGGGATTTGAGTGGTTGCGTGGGCAACACTGTCAGGGTTTGGCGTGTGTGTCATGTGGCTGTGTG

	3’UTR Mut
	CTTGACCTTTACCTCCAACCCTTCTGTTCATCGGGAGGGCTCCACCAATTGAGTCTCTCCCACCATGCATGCAGGTCACTGTGTGTGTGCATGTGTGCCTGTGTGAGTGTTGACTGACACACACACACACGAGGGGTGACTGTCCGTGGAGGGGTGACTGTGTCCGTGGTGTGTATTATGCTGTCATATCAGAGTCAAGTGAACTGTGGTGTATGTGCCACGGGATTTGAGTGGTTGCGTGGGCAACACTGTCAGGGTTTGGCGTGTGTGTCATGTGGCTGTGTG


 
Supplementary table 5. Univariate and Multivariate Analysis of Factors Associated with Overall Survival
	Clinicopathologic Variable
	Total
	Univariate analysis
	
	Multivariate analysis

	
	
	P-value
	
	
	HR(95%CI)
	P-value

	Age(years)
	
	
	
	
	

	≦42
	60
	
	
	
	

	＞42
	46
	0.421
	
	n.a.
	n.a.

	FIGO stage
	
	
	
	
	

	Ia2
	8
	
	
	1
	

	Ib1
	57
	
	
	
	

	Ib2
	18
	
	
	
	

	IIa1
	12
	
	
	
	

	IIa2
	11
	＜0.001
	
	1.607(1.118-2.355)
	0.013

	Tumor size(cm)
	
	
	
	
	

	≦4
	72
	
	
	1
	

	＞4
	34
	0.036
	
	0.950(0.807-1.731)
	0.527

	Stromal invasion
	
	
	
	
	

	＜1/2
	57
	
	
	1
	

	≧1/2
	49
	0.009
	
	1.631(0.835-3.221)
	0.431

	LVSI
	
	
	
	
	

	Yes
	15
	
	
	
	

	No
	91
	0.065
	
	n.a.
	n.a.

	PLNM
	
	
	
	
	

	Yes
	19
	
	
	1
	

	No
	87
	0.035
	
	1.237(0.632-2.312)
	0.317

	TRIM71
	
	
	
	
	

	low
	66
	
	
	1
	

	high
	40
	0.010
	
	0.210(0.056-0.783)
	0.002


Abbreviations: n.a., Not application; FIGO, the International Federation of Gynecology and Obstetrics; LVSI, Lymphovascular space invasion; PLNM, Pelvic-lymph node metastasis.
 
Supplementary table 6. Univariate and Multivariate Analysis of Factors Associated with Disease-Free Survival
	Clinicopathologic Variable
	Total
	Univariate analysis
	
	Multivariate analysis

	
	
	P-value
	
	
	HR(95%CI)
	P-value

	Age(years)
	
	
	
	
	

	≦42
	60
	
	
	
	

	＞42
	46
	0.713
	
	n.a.
	n.a.

	FIGO stage
	
	
	
	
	

	Ia2
	8
	
	
	1
	

	Ib1
	57
	
	
	
	

	Ib2
	18
	
	
	
	

	IIa1
	12
	
	
	
	

	IIa2
	11
	0.009
	
	2.379(1.105-3.539)
	0.011

	Tumor size(cm)
	
	
	
	
	

	≦4
	72
	
	
	1
	

	＞4
	34
	0.041
	
	0.817(0.607-1.426)
	0.372

	Stromal invasion
	
	
	
	
	

	＜1/2
	57
	
	
	1
	

	≧1/2
	49
	0.019
	
	2.013(0.927-4.381)
	0.071

	LVSI
	
	
	
	
	

	Yes
	15
	
	
	
	

	No
	91
	0.091
	
	n.a.
	n.a.

	PLNM
	
	
	
	
	

	Yes
	19
	
	
	1
	

	No
	87
	0.045
	
	1.327(0.534-2.238)
	0.345

	TRIM71
	
	
	
	
	

	low
	66
	
	
	1
	

	high
	40
	0.007
	
	0.190(0.047-0.673)
	0.001


Abbreviations: n.a., Not application; FIGO, the International Federation of Gynecology and Obstetrics; LVSI, Lymphovascular space invasion; PLNM, Pelvic-lymph node metastasis.
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