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Abstract . Objective To investigate the effect of sequence-independent single-primer amplification technol-

ogy combined with Ton Torrent high-throughput sequencing platform on viral pathogen macro genomic detec-
tion in respiratory bronchoalveolar lavage fluid(BALF) in children with severe pneumonia. Methods Total vi-
rus DNA/RNA was extracted from BALF specimen of a child with severe pneumonia, a library contained
DNA/RNA virus was constructed with the SISPA method and subjected to sequecing with the Ion Torrent
PGM. A stand-alone blast was analyzed to filter the reads belong to different species. Using the MetaVir data-
base for virus classification analysis. Results A total of 591 593 reads was obtained, of which 3 545 (0. 6%)
reads belong to virus. Adenovirus, lymphocystis disease virus, Taterapox virus, Chiliensis megavirus, Glypta
fumiferanae ichnovirus, feline leukemia virus, reticuloendotheliosis virus and RD114 retrovirus account for
49.6%,40.1%,1.8%,1.0%,0.9%,0.9%,0.8% and 0. 5% of the total virus reads,respectively. Futher anal-
ysis BALF with real time PCR demonstrated that adenovirus type 7 was the pathogen of this severe pneumoni-
a,suggesting adenovirus type 7 infection. Conclusion A virus macro genomic analysis technology based on
high throughput sequencing platform is initially established which can be used for identification of known and
unknown viral s pathogens in the respiratory tract.
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