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Abstract : Lung cancer is one of the most common malignancies and primary cause of death due to cancer worldwide. Non-
small cell lung cancer (NSCLC) is the main subtype in which majority of patients present with advanced-stage disease. Herein,
we analyzed differentially expressed genes to find potential  biomarkers for lung cancer diagnosis as well  as prognostic
markers. We used transcriptome data from our 2 NSCLC patients and public data (GSE81089) composing of 8 NSCLC and 10
normal lung tissues. Differentially expressed genes (DEGs) between NSCLC and normal tissue and between early-stage and
late-stage NSCLC were analyzed by the DESeq2. Pairwise correlation was used to find the DEGs with false discovery rate
(FDR) adjusted p-value &pound; 0.05 and |log2 fold change| &sup3; 4 for NSCLC versus normal and FDR adjusted p-value
&pound; 0.05 with |log2 fold change| &sup3; 2 for early versus late-stage NSCLC. Bioinformatic tools were used for functional
and pathway analysis. Moreover, the top ten genes in each comparison group were verified the expression and survival analysis
via  GEPIA.  We  found  150  up-regulated  and  45  down-regulated  genes  in  NSCLC  compared  to  normal  tissues.  Many
immnunoglobulin-related  genes  e.g.,  IGHV4-4,  IGHV5-10-1,  IGHV4-31,  IGHV4-61,  and  IGHV1-69D were  significantly  up-
regulated. 22 genes were up-regulated, and five genes were down-regulated in late-stage compared to early-stage NSCLC. The
top five DEGs genes were KRT6B, SPRR1A, KRT13, KRT6A and KRT5. Keratin 6B (KRT6B) was the most significantly increased
gene in the late-stage NSCLC. From GEPIA analysis, we concluded that IGHV4-31 and IGKV1-9 might be used as diagnostic
biomarkers, while KRT6B and KRT6A might be used as prognostic biomarkers. However, further clinical validation is needed.
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