[image: ]

Supplementary Figure 1 Clinical and molecular characterization of LINC01671 in OCCC.
A Univariate and multivariate Cox proportional hazards analysis of overall survival in the FUSCC OCCC cohort (n=45). B Receiver operating characteristic (ROC) analysis of prognostic factors. Left: Multi-ROC analysis incorporating significant risk factors identified in univariate analysis (including LINC01671 and FIGO stage). Right: Time-dependent ROC curves of LINC01671 expression for predicting 1-, 3-, and 5-year overall survival, with corresponding AUC values indicated. C Genomic locus and transcript structure of LINC01671 (transcript LINC01671-201) on chromosome 21, as derived from the NCBI database. D Coding potential assessment of LINC01671 using the CPC2 algorithm and Ensembl annotation, confirming its classification as a non-coding RNA.
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Supplementary Figure 2 Validation of LINC01671 modulation efficiency and its impact on tumor growth in an independent cohort.
A,B qRT–PCR analysis confirming efficient knockdown and overexpression of LINC01671 in TOV21G and OVISE cells used for subsequent functional assays. 
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Supplementary Figure 3 Bioinformatic characterization and metabolomic profiling of LINC01671-regulated pathways.
[bookmark: _Hlk221645727]A,B Gene Ontology (GO) network of cellular component (CC) and Molecular Function (MF) associated with the top 200 correlated genes positively correlated with LINC01671 expression in the GSE226870 dataset. C KEGG pathway enrichment analysis of the top 200 genes positively correlated with LINC01671 expression in the GSE226870 dataset. D,E HLA and immune cell–related signature analysis indicating that LINC01671 knockdown is associated with increased signatures of T cells, cytotoxic lymphocytes, and monocytic lineages in the tumor microenvironment. F,G Principal component analysis (PCA) and permutation testing of targeted metabolomics (Metabolon Q300) demonstrating distinct metabolic profiles between sh-NC and sh-LINC01671 TOV21G cells.
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Supplementary Figure 4 LINC01671 depletion attenuates the expression of core glycolytic enzymes.
A-G, Transcriptomic analysis of key glycolytic enzymes in OCCC cell. Relative mRNA expression levels of ALDOC (A), ENO2 (B), HK2 (C), LDHA (D), PGK1 (E), PGM1 (F), and TPI1 (G) are shown for TOV21G and OVISE cells transfected with control (sh-NC) or LINC01671-targeting (sh-LINC01671) shRNAs.
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Supplementary Figure 5 LINC01671 modulates tumor antigen presentation and impairs CD8+ T cell effector function in OVISE cell.
A. Flow cytometric analysis of MHC I and II expression on tumor cells.
[bookmark: OLE_LINK23]B-D. Flow cytometry-based T cell cytotoxic assay. The experimental cohorts were cocultured with CD8+T cells. Intracellular GzmB (B), IFN-γ (C) and perforin (D) expression analysis after cell membrane permeabilization. *P<0.05; **P<0.01; ***P<0.001; ns no significance.
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Supplementary Figure 6 LDHA is required for LINC01671-driven malignant phenotypes in OCCC cells.
A Western blot analysis confirming efficient knockdown and overexpression of LDHA in TOV21G and OVISE cells. 
[bookmark: OLE_LINK27]B Intracellular GzmB expression analysis after cell membrane permeabilization.
C Intracellular IFN-γ expression analysis after cell membrane permeabilization.
D Western blot validation of LDHA silencing in LINC01671-overexpressing cells used for rescue experiments. E,F Rescue assays showing that silencing of LDHA significantly attenuated the LINC01671 overexpression–mediated increase in cell proliferation in TOV21G and OVISE cells. G,H Rescue assays showing that silencing of LDHA significantly attenuated the LINC01671 overexpression–mediated increase in cell invasion in TOV21G and OVISE cells. *P<0.05; **P<0.01; ***P<0.001; ns no significance.
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Supplementary Figure 7 Screening and bioinformatic prediction of LINC01671-interacting proteins.
A Silver-stained SDS-PAGE gel showing proteins retrieved from OCCC cell lysates using biotinylated LINC01671 sense or antisense probes. B The binding sites of IGF2BP1 in the 3’ UTR region of PKM2 were predicted using RBPsuite.
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Supplementary Figure 8 IGF2BP3 impairs CD8+ T cell effector function in TOV21G cell.
A Intracellular GzmB expression analysis after cell membrane permeabilization.
B Intracellular IFN-γ expression analysis after cell membrane permeabilization.
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