Glyphosate primes mammary cells for
tumorigenesis by reprogramming the

epigenome in a TET3-dependent manner.
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Supplementary File 1: Kaplan-Meier illustrated the potential outcome of TET3 expression

in panel of cancer according to KM plotter website. KM plotter website (www.kmplot.com;

In the meantime, please kindly cite our paper to support further development: Nagy A,
Lanczky A, Menyhart O, Gydrffy B: Validation of miRNA prognostic power in hepatocellular
carcinoma using expression data of independent datasets, Scientific Reports, 2018;8:9277 |
DOI:10.1038/s41598-018-27521-y) is a database having the ability to assess the effect of 54k

genes on survival in a large number of cancer types (n=21).
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