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The ATCC® Genome Portal (AGP, https://genomes.atcc.org) is a reference 
database of authenticated and traceable whole-genome sequence 
assemblies generated directly from strain vials from one of the largest and 
most diverse culture collections in the world. As a non-profit biorepository, 
thousands of scientists and institutions have deposited numerous microbes, 
fungi, protists, viruses, cell lines, plasmids, and patented strains into ATCC 
over the past century.
Purpose:
The AGP provides a resource to the scientific community as many
genomes that are in public genomic databases may represent sequences 
from strains that have been passed between laboratories, are mislabeled, or 
have accumulated genetic drift arising from laboratory domestication. 
Thousands of foodborne pathogens and food related microbes have been 
deposited into the collection, with isolates representing over a century of 
research. Currently, there are over 5,750 reference quality genomes of 
prokaryotes, fungi, viruses, and protists available in the AGP with new 
additional assemblies uploaded each quarter. 
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A majority of assemblies in AGP are of higher quality than equivalent 
assemblies in public genomic databases. Additionally, some of these 
assemblies represent strains and/or species that have no representation in 
public genomic databases. The AGP is a unique and authenticated resource 
for reference genomes.
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Figure 1: Standard pipeline for data provenance and sequencing of strains at ATCC. Created 
with BioRender.com.

Methods

Figure 3: Multiple assemblies of Acinetobacter baumannii strain 2208. 

What Reference Sequence To Use?

Artuso et al. 2022 investigated the genomes assemblies of the type strain of 
Acinetobacter baumannii in NCBI (ATCC 19606). RefSeq genomes varied by 
thousands of SNPs and indels with missing plasmids and prophages.

Figure 2: The AGP provides an easy-to-use Genome Browser for strains in the database.

Yarmosh et al. 2022 investigated direct comparisons between ATCC 
genome assemblies that are in NCBI RefSeq and the AGP. Over 98% of 
AGP assemblies were more complete and of higher quality than RefSeq 
representatives.
A                                            B

Figure 4: Comparison of AGP and NCBI RefSeq Assemblies. (A) NCBI RefSeq assemblies 
had more scaffolds when compared to ATCC Standard Reference Genomes (ASRGs). (B) Most 
ASRGs have better N50s when compared to RefSeq counterparts. 
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