HIVE Pathogen Detection Pipeline
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Whole genome sequencing (WGS) allows for more rapid,
cost effective, accurate and efficient pathogen
identification in a variety of environments. Next generation
sequencing (NGS) allows for this to happen in a massively
parallel manner and as such it is becoming more heavily
relied upon in prediction of new trends, identification of
food contaminants, microbiology studies and other
relevant fields. To allow for precise, rapid analysis of the
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Can easily jump to a variety of external sources to get an in
depth look at the different species detected. NCBI
taxonomy for the selected item is shown by default; however
linkage to WebMd and CDC also exists.
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user can get a general idea and an in depth look at the
information generated.

For more information please email vahan.simonyan@fda.hhs.gov
HIVE FDA website: https://minihive.fda.gov
HIVE public website: https://hive.biochemistry.gwu.edu

