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In the published article, there was an error in Figure 10 as published. Specifically, the authors inadvertently assigned immunohistochemistry images from Case 1 patients to Case 2 patients in Figures 10D, K, and mistakenly used incorrect images in Figure10G. The corrected Figure 10 and its caption appear below.
[image: Figure 10]FIGURE 10 | Immunohistochemistry of 12 selected genes expression in two lung adenocarcinoma cases. (A–L) Representative pictures of an IHC staining with paraffin-embedded tissue sections demonstrate the selected genes’ protein expression patterns (brown signal) in adjacent tissue (left panel) and matched malignant tumor tissue (right panel). The 12 selected genes were in order as follows: ADIPOR1, ARRB1, S100A12, CD1b, HAMP, HMOX1, KL, S100A7, S100A2, VEGFA, VIPR1, and TUBB3.
The authors apologize for these errors and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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