SUPPLEMENTARY FIGURES

G0:0072001~renal system development

G0:0046923~ER retention sequence binding
G0:00435685~sequence-specific DNA binding
G0:0043524~negative regulation of neuron apoptotic process
G0:0030496~midbody

G0:0030199~collagen fibril organization
G0:0009954~proximalidistal pattern formation

GO:0009952~anterior/posterior pattern specification

GO:0005634~nucleus

G0:0005509~calcium ion binding
G0:0005249~voltage-gated potassium channel activity
GO0:0005201~extracellular matrix structural constituent

GO:0000910~cytokinesis
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Supplementary Figure 1. GO analysis
miR-181c-5p.

. (A, B) GO pathway analysis of the 151 genes which were upregulated in LUAD and also targeted by
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A

hsa-miR-181c-5p vs. LINCO0665, 512 samples (LUAD) hsa-miR-181c-5p vs. ZIC2, 512 samples (LUAD) hsa-miR-181c-5p vs. HOXA1, 512 samples (LUAD)
Data Source: starBase v3.0 project Data Source: starBase v3.0 project Data Source: starBase v3.0 project
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Supplementary Figure 2 Analysis of the correlation of the expression levels of LINCO0665, ZIC2, HOXA1, HOXA11 in LUAD
samples. (A-F) StarBase database was applied to analyze the correlations between the expression levels of miR-181c-5p and LINCO0665,
ZIC2, HOXA1, HOXA11, as well as ZIC2 and HOXA1/HOXA11.
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