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Abstract: [Objective] To analyze the differential expression profile of plasma exosome microR-
NA(miRNA) in stage Il non-small cell lung cancer (NSCLC) patients with different degrees of ra-
diation pneumonia (RP). [Methods] The plasma of NSCLC patients before radiotherapy was col-

lected. After radiotherapy the patients were divided into RP<<1 group and RP>1 group according
to the degree of RP, from which 5 pairs were selected for further study. Exosomes in plasma were
isolated, and exosome miRNAs were quantified by second-generation sequencing techniques, and
differential expression profile of miRNAs between RP <1 group and RP>1 group was analyzed.
Target genes were predicted and annotated for differential miRNAs, and bioinformatics analysis
was conducted for their biological functions and signaling pathways. [ Results ] The expression of
15 miRNAs in plasma exosomes of RP =<1 patients was significantly different from that of RP>1
patients(Log,'C>3, P<0.05). Bioinformatic analysis revealed that the differential target genes were
mainly enriched in TGF-B, Hippo, MAPK, mTOR and other signaling pathways, involved in a
variety of cellular biochemical metabolic pathways such as RNA polymerase and ubiquitin like pro-
tein transferase, and involved in a variety of biological processes such as cell senescence, cell cycle
and cell connection. [Conclusion | The miRNA expression profiles in plasma exosomes of NSCLC pa-

tients with different degrees of RP before radiotherapy are significantly different, which may be in-
volved in the occurrence and development of RP through Hippo, TGF-B and other signaling pathways.
Subject words: non-small cell lung cancer; radiation pneumonia;plasma;exosome miRNAs;
bioinformatics analysis
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Table 1 Clinical characteristics of patients with NSCLC
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Figure 1 Sequencing and differential analysis of miRNAs in plasma exosomes
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Figure 2 Go enrichment map and KEGG pathway enrichment of differential miRNA-targeted-genes
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