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Pilot study on biomarkers for lung cancer based on the draft of human proteome
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Abstract ; Traditional exploration over lung cancer molecular marker has been relied on genome or transcriptome
research, while exploration at the protein level has been limited by throughput. Mass spectrometry based proteome
research has started to generate global proteome data for normal and cancer tissue. Using the open source statistical
language R, we mined the publicly available data of human proteome draft and lung cancer proteome for screening
for candidate molecular markers for lung cancer. We identified 91 candidate biomarkers for lung cancer. Gene
ontology analysis suggested that candidate lung cancer biomarkers have enriched genes associated with metabolism
TP53 network and microRNA regulation. Top hits on the list were then validated with Human Protein Atlas database
and Pubmed, which shows that most hits can be validated. We believe data mining has an important role to play in
the big omic data era that is being ushered in by mass spectrometry.
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Table 1 Lung cancer cell lines used in this study
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Fig.1 Screening of candidate biomarkers for lung cancer
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Fig. 2 Geneontology analysis for lung cancer biomarkers
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Fig.3 Enrichment of biological pathways for lung cancer biomarkers
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