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Transcriptome analysis reveals mercury chloride induces apoptotic cell death in human lung carcinoma cells, H1299 through caspase-3-independent pathway
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Figure S1. Effect of mercury chloride on cell viability and morphologic changes of H1299 cells. (A) Cells were treated with different concentrations (0-20 μM) for 24 or 48 h. The morphology of H1299 cells was observed by phase-contrast microscopy. (B) H1299 cells were stained with calcein-AM (green) and ethidium homodimer (red) by the live/dead assay. 0.6% of EtOH were used as the negative control. Images are representative of three independent experiments. Scale bars represent 200 μm.

[image: ]
[image: ] 
Figure S2. The effect of caspase-3 activity in HgCl2-treated H1299 cells. (A) After treatment of HgCl2 for 24 or 48 h. Cells were fixed with 1 % PFA for 6 hrs and stained with anti-cleaved caspase-3 antibody. Expression levels of cleaved caspase-3 were analyzed by FACS analysis. Data are represented as the mean ± S.E.M. of three independent experiments (n = 6), each performed in triplicate. 0.6% EtOH was used as the negative control.
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[bookmark: _Hlk59804443]Figure S3. A visualization of the biological process Gene Ontology (GO) annotations using Gorilla tool. Cells were treated 5 μM HgCl2 for 48 h, and then the construction of RNA-sequencing library was performed using 1 μg of isolated total RNA. The dataset for upregulated genes of transcriptome profiling show enriched GO terms of biological processes (A) and molecular function (B). The color indicates the degree of enrichment, from dark orange which means significantly enriched, to white which means not enriched. All was selected for ontogeny choices and the P-value < 0.01.




[image: ] Figure S4. A visualization of the biological process Gene Ontology (GO) annotations using Gorilla tool. The dataset for downregulated genes of transcriptome profiling show enriched GO terms of biological processes (A) and molecular function (B). The color indicates the degree of enrichment, from dark orange which means significantly enriched, to white which means not enriched. All was selected for ontogeny choices and the P-value < 0.01.
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