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Figure S1. HaCaT confluent cells cultured under serum starvation conditions or in the presence of
TGES experience a G1 cell cycle arrest and a complete halt on proliferation. The scheme describes
how HaCaT cells were cultured in serum until they reached confluency. Then, they were deprived
from serum and treated or not with TGF-8. Cell cycle progression of each stage was assessed
through flow cytometry. Cells were analysed and the indicated times for each condition and treat-
ment. Replicates from three independent experiments were analysed and represented. Bar equals
100 pm.
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Table S1. Different primers used to study the expression of several genes.

Primer Name

Primer sequence 5’to 3’

GAPDH-Fwd ACCACAGTCCATGCCATCAC
GAPDH-Rev TCCACCACCCTGTTGCTGTA

PAI-FFwd GACATCCTGGAACTGCCCTA

PAI-Rev GGTCATGTTGCCTTTCCAGT

JUN-Fwd GGAAACGACCTTCTATGACGATGCCC
JUN-Rev GGCGCGCACGAAGCCCTCGGCGAACC
SNAI2-Fwd GATGCCGCGCTCCTTCCTGGTC
SNAI2-Rev GCTGCTTATGTTTGGCCAGCC
CDKN2B-Fwd ATGCGCGAGGAGAACAAG
CDKN2B-Rev CTCCCGAAACGGTTGACTC
CDKNIA-Fwd ATGTCAGAACCGGCTGGGGATG
CDKNIA-Rev GGGCTTCCTCTTGGAGAAGATC

GLBI Proprietary sequence (Sigma KiCqStart)
L6 Proprietary sequence (Qiagen QuantiTect)
CYCA2 Proprietary sequence (Sigma KiCqStart)
FUCAI-Fwd AGTCACCCTGTTGCCTATGG
FUCAI-Rev TTTGGCGCTTTTAGATTGCT




