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Provide publicly accessible database to: 
◦ Store, update, integrate and display genome 

sequence data, annotation and associated data 
for human pathogens.

◦ Provide query, analysis and visualization of 
information with user friendly interfaces. 

◦ Serve as public repository for NIAID-supported 
genome-scale programs.

◦ Collaborate on experimental research projects.



} PATRIC – bacteria
◦ https://patricbrc.org/

} ViPR – viruses
◦ https://www.viprbrc.org

} EuPathDB –eukaryotes 
◦ https://eupathdb.org

} Vectors – invertebrates
◦ https://www.vectorbase.org/



} Bacillus

} Bartonella

} Borrelia

} Brucella

} Burkholderia

} Campylobacter

} Chlamydophila

} Clostridium

} Coxiella

} Ehrlichia

} Escherichia

} Francisella
} Helicobacter
} Listeria
} Mycobacterium
} Rickettsia
} Salmonella
} Shigella
} Staphylococcus
} Streptococcus
} Vibrio
} Yersinia

PATRIC has ALL Bacterial Genomes, 
not just pathogens







RAST publications have more 
than 5,000 citations



} Comprehensive Data Collection
◦ Unified Database, including RefSeq, GenBank, other 

sources

} Uniform Annotation Across all Genomes
◦ RAST annotation, EC, GO, plus RefSeq annotations

◦ Uniform projection of Protein Families, AMR related 
genes  and Virulence factors

} User Workspace for analysis of User data
◦ “Virtual Integration” your data in the context of all 

the public datasets





} Assembly - 2015

} Annotation - 2015

} Differential Expression - 2015

} Metagenomic Binning - 2018

} Model Reconstruction - 2015

} Phylogenetic Trees - 2017

} Proteome Comparison - 2015

} RNA-Seq – 2015

} Transposon-Seq - 2017

} Variation - 2016

BYOD: Bring Your Own Data 
and analyze it in PATRIC



Does anybody use these services?

More than 82,000 jobs submitted



What services are they using most?

14,000 users returning in last 12 months





Locate in publications-
LABOR INTENSIVE

















} Across taxon levels

} At the genome level

} At the gene level







} 9:00 am Register for PATRIC Account, Overview 

} 10:00 am Assemble a Genome in PATRIC and Data Upload

} 11:00 am Break

} 11:10 am Annotate a Genome in PATRIC Using RASTtk

} 12:00 pm Lunch

} 1:00 pm Similar Genome Finder

} 1:30 pm Build a Phylogenetic tree

} 2:15 pm Break

} 2:30 pm Comparative Genome Analysis

} 3:00 pm Proteome Comparison

} 3:30 pm Comparative Genomics (Proteins and Pathways)

} 4:30 pm Question and Answer session

} 5:00 pm Adjourn



} 9:00 am BLAST at PATRIC

} 9:30 am RNA-Seq Pipeline

} 10:00 am Break

} 10:15 am Expression Import Service

} 10:45 am Comparative Transcriptomics

} 12:00 pm Lunch

} 1:00 pm SNP and MNP Variation Service

} 2:00 pm Metagenomic binning service

} 3:00 pm Building a metabolic model

} 4:00 pm Question and Answer Session 

} 5:00 pm Adjourn



} 9:00 am Command Line Interface

} 11:00 am Break

} 11:15 am Work with Private Data

} 12:00 pm Lunch

} 1:00 pm Work with Private Data

} 3:00 pm Question and Answer Session

} 4:00 pm Workshop concludes
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