SUPPLEMENTARY DATA

B hsa-mir-145-5p in NSCLC
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Supplementary Data 1. The expressions analysis of miR-145-5p in NSCLC from the Cancer Genome Atlas (TCGA) dataset.
(A) The miR-145-5p expression in various types of cancer tissues and adjacent normal tissues from TCGA. (B) The differential expression level
of miR-145-5p in NSCLC tissues and adjacent nontumor tissues. (C) The heatmap showed the unequal expression of miR-145-5p in LUAD
compared with LUSC in TCGA.
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Supplementary Data 2. The expression of miR-145-5p and CXCL3 in the NSCLC tissues and prognostic significance in TCGA.
(A) Highly hierarchical expression of miR-145-5p in the NSCLC patients with distant metastasis of tumor. (B) A negative correlation between
malignant degree of tumor and miR-145-5p expression was observed in TCGA. (C) The survival probability analysis of miR-145-5p expression
in TCGA. (D, E) Prognostic analysis of CXCL3 expression in TCGA. (F) The promoter methylation level of CXCL3 with normal and primary tumor.
(G) The expression of CXCL3 in LUAD based on histological subtypes in TCGA.



