
ERRATUM
published: 08 July 2020

doi: 10.3389/fgene.2020.00745

Frontiers in Genetics | www.frontiersin.org 1 July 2020 | Volume 11 | Article 745

Approved by:

Frontiers Editorial Office,

Frontiers Media SA, Switzerland

*Correspondence:

Frontiers Production Office

production.office@frontiersin.org

Specialty section:

This article was submitted to

Computational Genomics,

a section of the journal

Frontiers in Genetics

Received: 19 June 2020

Accepted: 22 June 2020

Published: 08 July 2020

Citation:

Frontiers Production Office (2020)

Erratum: FluentDNA: Nucleotide

Visualization of Whole Genomes,

Annotations, and Alignments.

Front. Genet. 11:745.

doi: 10.3389/fgene.2020.00745

Erratum: FluentDNA: Nucleotide
Visualization of Whole Genomes,
Annotations, and Alignments

Frontiers Production Office*

Frontiers Media SA, Lausanne, Switzerland

Keywords: data visualization, nucleotide visualization, genome assembly, genome browser, chromosome

structural variants, genome alignment, comparative genomics, space filling curves

An Erratum on

FluentDNA: Nucleotide Visualization of Whole Genomes, Annotations, and Alignments

by Seaman, J., and Buggs, R. J. A. (2020). Front. Genet. 11:292. doi: 10.3389/fgene.2020.00292

Due to a production error, there was an error in affiliation 1. Instead of “Richmond, VA,
United Kingdom,” it should be “Richmond, United Kingdom.”

The publisher apologizes for this mistake. The original article has been updated.
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