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In the original publication [1], reference [55] was not cited. The citation has now been
inserted in 3. Results and Discussion, 3.3. Detection of DNA Methylation in Cell Line
Samples, and should read:

“Metastasis, accounting for about 90% of cancer-related fatalities, remains a persistent
challenge in cancer research [55]. Effective treatment or prevention of metastasis is intricate
due to the heterogeneous nature of tumour which complicates therapeutic interventions.
Consequently, understanding the tumour microenvironment is crucial to decipher the fac-
tors influencing metastasis and treatment responses. Ovarian cancer, frequently diagnosed
at advanced stages with existing metastasis, offers a distinctive and valuable opportunity
for studying the tumour microenvironment. To test the applicability of our assay for de-
tecting methylation levels in complex biological samples, DNA samples derived from two
ovarian cancer cell lines (SKOV 3 and OVCAR 3) and one non-cancerous cell line (MeT-5A)
were tested (Figure 6). A fully unmethylated whole genome amplified (WGA) DNA and
fully methylated Jurkat were used as internal standards. As anticipated, for all the cell lines
and WGA samples, a substantial current density response was observed indicating the
presence of different statuses of methylation. Similar to the synthetic DNA experiments,
the relative current density response for SKOV3 and OVCAR3 was significantly lower
(21.3 and 19.4 µA cm−2) compared to WGA (32.7 µA cm−2), indicating that DNA sequences
derived from SKOV3 and OVCAR3 could be hypermethylated at the promoter gene. The
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chronoamperometric analysis shows that the current density changes derived from the
cell lines are easily detectable against that of the control. (Figure 6b). This result is in
agreement with our previously reported methylation levels in ovarian cancer cell lines [13].
The methylation level of the non-cancerous cell line MeT-5A (11.2 µA cm−2) is much lower
than that of SKOV3 and OVCAR3, indicating hypomethylation at the promoter gene. These
results demonstrate that SKOV3 exhibits over 35% methylation and OVCAR3 more than
41%. The cell line data shows good reproducibility of our assay (% RSD of <4.25% for n = 3)
for the inter-assay signals for analysing DNA methylation levels in the ovarian cancer cell
line without prior amplification or pre-treatment. The methylation statuses obtained for
the cell lines indicate that the proposed assay may be an alternative for detecting global
methylation in cell-derived samples.”

The newly added reference appear below:

55. Jiménez Sánchez, A. Characterisation of the Tumour Microenvironment in Ovarian
Cancer. Ph.D. Thesis, University of Cambridge, Cambridge, UK, 2019. https://doi.
org/10.17863/CAM.35250.

With this correction, the order of some references has been adjusted accordingly. The
authors apologize for any inconvenience caused and state that the scientific conclusions are
unaffected. This correction was approved by the Academic Editor. The original publication
has also been updated.
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