
A Repeat Consensus Browser at https://repeatbrowser.ucsc.edu/ 
Various hg19 annotations are “lifted” to these consensus sequences
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Visualizing transposable elements

The UCSC Genome Browser’s new Repeat Viz display provides a more intuitive visualization of repeats. New features include:
• All aligning consensus fragments are connected by lines that indicate if the two query parts have unalignable sequence 

between them
• Unaligned sequence lengths at the 5’ or 3’ side are indicated
• Color indicates the repeat class 

As before, the Browser has tracks for:
● Self-chain: alignment of human genome to itself, to find non-repeat copies of sequence
● WindowMaster, TRF finder for simple repeats
● Microsatellites track

Genome Browser with most of the tracks in the “Repeats” group set to “pack”. Traditional “Repeatmasker” visualisation at 
the top, new display at the bottom. Session can be opened via https://genome.ucsc.edu/s/Max/hubley

GenArk: Genomic Archive

GenArk (https://hgdownload.soe.ucsc.edu/hubs/) is a 
collection of genome browser assemblies from NCBI 
resources “RefSeq” and “GenBank”. It currently includes 
over 3,885 genomes ready to display. 
All genomes come with RepeatModeler and 
RepeatMasker results.
Your assembly is not there? Use the Assembly request 
page  https://genome.ucsc.edu/assemblyRequest.html

More information

Questions? Email us at 
genome@soe.ucsc.edu
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All figures copied from the track documentation page of the track 
“RepeatMasker Viz.” on hg38

“Repeatmasker Viz.” track on hg38  in “Robert Hubley Display”

5’ part only alignable, 
384bp are unaligned on the 3’ part

Two fragments. Part of the right
 fragment  is repeated in the left fragment. 

Two fragments. No unaligned 
bases between them. Ends at 3’.

Two fragments. Some unaligned bases
between the two fragments. Ends at 3’.

RepeatBrowser of L1HS consensus sequence, with annotations from hg19  “lifted” to this consensus through BLAT 
alignments. Hundreds of Chip-seq peaks are available as tracks.
For details see Fernandes et al, Mobile DNA 2020
https://mobilednajournal.biomedcentral.com/articles/10.1186/s13100-020-00208-w 

See Clawson et al, Genome Biology 2023, 
https://dx.doi.org/10.1186/s13059-023-03057-x
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