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Background
Advances in sequencing technologies are outpacing the
rate at which genomes can be thoroughly finished and
analyzed. Over the next year, genome sequencing will
increase many-fold, but high quality and high-through-
put annotation methods have yet to be developed to
handle the need. As more microbial genomes are
sequenced, whole-genome annotation methods identify
many putative genes which need further verification.
By analyzing a broad range of annotated genomes we
can identify patterns and statistics useful in determin-
ing the annotation quality and spurious gene outliers.
Our work is attempting to identify quality control
measures based on a full inter-genomic comparison
instead of individual sequence-level or database-speci-
fic statistics. Using these methods to compare and fil-
ter, it is possible to narrow the scope of manual gene
curation and allow greater scrutiny on putative genes
before publication, making higher quality genome
annotation possible. Our results plainly show the qual-
ity of well-studied genomes, the weaknesses of draft
genome builds, and illustrate the need for further
high-throughput quality control measures.

Author details
1Genome Science and Technology Graduate School, University of Tennessee,
Knoxville, TN 37996, USA. 2Department of Electrical Engineering and
Computer Science, University of Tennessee, Knoxville, TN 37996, USA.
3Department of Mathematics, University of Tennessee, Knoxville, TN 37996,
USA. 4Computational Biology and Bioinformatics Group, Oak Ridge National
Laboratory, Oak Ridge, TN 37831, USA.

Published: 23 July 2010

doi:10.1186/1471-2105-11-S4-P14
Cite this article as: Adams et al.: Developing measures for microbial
genome assembly quality control. BMC Bioinformatics 2010 11(Suppl 4):
P14.

Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit

* Correspondence: jay@eecs.utk.edu
2Department of Electrical Engineering and Computer Science, University of
Tennessee, Knoxville, TN 37996, USA

Adams et al. BMC Bioinformatics 2010, 11(Suppl 4):P14
http://www.biomedcentral.com/1471-2105/11/S4/P14

© 2010 Jay et al; licensee BioMed Central Ltd.

mailto:jay@eecs.utk.edu

	Background
	Author details

