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Supplementary figures

Supplementary Fig. 1

LOC101930370 expression levels in four breast cancer cell lines. n=3 batches of cells.

The data are presented as the mean±S.E.M. *p<0.05 ***p<0.001 vs. Control.

Supplementary Fig. 2

Quantification and statistical analysis of the SHH and Gli-1 immunostaining staining.

n=3 batches of cells. The data are presented as the mean±S.E.M. ***p<0.001 vs.

Control.



Supplementary Fig. 3

SHH concentrations in cell culture medium. n=3 batches of culture supernatants. The

data are presented as the mean±S.E.M. ***p<0.001 vs. Control.

Supplementary Fig. 4

Quantification and statistical analysis of the SHH and Gli-1 immunostaining staining.

n=3 batches of cells. The data are presented as the mean±S.E.M. ***p<0.001 vs.

Control.



Supplementary Fig. 5

Western blot analysis of E-cadherin, vimentin and α-SMA protein levels. n=3 batches

of cells. The data are presented as the mean±S.E.M. *p < 0.05 **p < 0.01 ***p<0.001

vs. Control.


