LncRNA TINCR favors tumorigenesis via STAT3-TINCR-EGFR feedback loop by recruiting DNMT1 and acting as a competing endogenous RNA in human breast cancer
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Supplementary legends

[bookmark: OLE_LINK4][bookmark: OLE_LINK13][bookmark: OLE_LINK14]Supplementary Table S1. Clinical information of 250 tissue specimens—125 breast cancer tissues and 125 adjacent normal tissues—from HMUCC. 

Supplementary Table S2. GO and KEGG analysis of potential function of TINCR. P < 0.05 indicated statistical significance.
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[bookmark: OLE_LINK9][bookmark: OLE_LINK10][bookmark: OLE_LINK17][bookmark: OLE_LINK19]Supplementary Table S4. Immunohistochemistry assays of EGFR protein and JAK2 protein expression in TINCR-high breast cancer tissues and in TINCR-low ones in HMUCC cohort.

[bookmark: OLE_LINK11][bookmark: OLE_LINK12][bookmark: OLE_LINK20][bookmark: OLE_LINK21]Supplementary Table S5. Public databases including TargetScan, RNA22, starBase databases and data of transcriptome microRNA sequencing performing in HMUCC cohort.

[bookmark: OLE_LINK22][bookmark: OLE_LINK23]Supplementary Table S6. Bisulfite sequencing methylation sites of TINCR on CpG island of miR-503-5p locus.

[bookmark: OLE_LINK1][bookmark: OLE_LINK2]Supplementary Fig. S1 High expression of TINCR was likely associated with poor OS in the HMUCC cohort.

Supplementary Fig. S2 The basal expression of EGFR in cell lines from CCLE database (a) and our chort (b).

[bookmark: OLE_LINK3]Supplementary Fig. S3 EGFR protein expression is higher in TINCR-high breast cancer tissues than in TINCR-low ones and vice versa in 122 patients in HMUCC cohort.
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Supplementary Fig. S4 Positive correlation between expression of TINCR and JAK2 score in breast cancer samples in HMUCC cohort (n = 52).

Supplementary Fig. S5 EGFR, JAK2 and STAT3 expression in cancer tissues and normal tissues from HMUCC cohort.

Supplementary Fig. S6 Subcellular localization of TINCR in UACC812 cell lines, assessed using RNA-FISH assay.
