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Pathogen detetcion in liver cancer by sequencing analysis
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We performed RNA-Seq analysis of 240 liver cancers. After excluding sequences
aligned to the human reference genome and human transcriptome sequences, the unaligned sequences were de
novo assembled by Abyss. By referring 200bp~ contigs to NCBI Nucleotide Collection, we identified some
bacteria and virus sequences in liver cancer and hepatitis tissues. Psudomonas, Lactobacillus,
Flavobacterium, Acinetobactor, and Staphylococcus epidermidis were identified and we validated the
presence of Psudomonas by PCR. Furthermore, HBV, HCV, and AAV sequences were also identified.
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