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Following publication of the original article [1], an
error was reported in Fig. 1C. The GAPDH band from
the upper panel was inadvertently reused in the lower
panel. Following a thorough reevaluation of the raw data,
the authors have identified the correct GAPDH band,
which has now been substituted in the lower panel in the
corrected Fig. 1.

In Fig. 1A, the authors employed a common group to
assess the impact of TGF-P1 stimulation at a concen-
tration of 5ng/ml over a 48-hour duration (depicted as
the same image in both upper and lower panels in the
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original article). To ensure clarity and avoid any poten-
tial misinterpretation of the data, the authors display only
one picture for this group in the updated Fig. 1A, simpli-
fying the representation from the two found in the origi-
nal version. This modification is intended to improve the
figure’s overall comprehensibility, based on suggestions
from fellow researchers.
The corrected Fig. 1 is presented here for reference.
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Fig. 1 TGF-31 was used to establish EMT cell models. a Morphology of A549 cells changed from E- to M- phenotype after TGF-31 treatment.

The mRNA (b) and protein (c) levels of EMT-related markers of A549 cells changed after being induced by TGF-31. TGF-f31 significantly reduced
E-phenotype marker (E-cadherin (E-cad)) levels, but increased the M-phenotype marker (N-cadherin (N-cad), vimentin (Vim), fibronectin (Fib)

and snail) levels in a TGF-B-concentration-dependent manner but not a strict time-dependent manner. d The wound healing assays proved

that TGF-B1 treatment can significantly increase cell migration abilities. The wound widths were significantly shorter at 24 h after TGF-31 treatment
than in the no-treatment group (P <0.05), and this difference was more significant after 48 h treatment (P<0.01). e Invasion assays were used

to determine cell invasion. Invaded cell numbers were significantly higher in TGF-31 treatment than no-treatment groups, indicating TGF-31 can

improve cell invasion ability
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