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Access the New GenArk Assembly Hub Collections

The UCSC Genome Browser has a new collection of over 1,500 Genome Archive (GenArk) assembly
hubs. The new GenArk assemblies come ready-for-use with several pre-computed annotation tracks and
can be loaded via searching our Gateway, using direct links, or visiting pages of taxonomic groupings.
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When you know your GCF identifier the species can be directly loaded with short /h/GCF accession links such as this one for

Labrador: https://genome.ucsc.edu/h/GCF_014441545.1
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Examine GenArk Hubs with BLAT and PCR searches, or External Tools

Once you've loaded a GenArk hub, it is ready for action. BLAT and In-Silico PCR under the Tools menu
allow the ability to search the assembly for primer pairs or DNA, protein, or RNA sequences.
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Under the Tools menu you can also access BLAT to search for DNA or protein or RNA sequence on GenArk Assembly Hubs. In
the below left image is an example search of a human protein on a GenArk Hub where clicking on the details allows for seeing
the side-by-side alignment to both identify the location of the protein in the organism and how certain amino acids differ.
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hub_2100979_Myotis lucifugus. NW_005871542v1 (reverse strand):

CTCTCAGGAG ACCATcccAT CATTGGCCGC ACAatgGTGG TCCATGAAAA AcgaggtGAC 614863
TTGGGCAAAG GTGGAAATgg tGAGAGTaaa AAGaagGGG

Side by Side Alignment*
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614922 ctctcaggagaccatcccatcattggccgcacaatggtggtccatgaaaaacgaggtgac 614863

DNA can also be exported to
External Tools from UCSC via
an option in the View menu, such
as for primer design.
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Blog posts about GenArk Hubs

https://genome-blog.soe.ucsc.edu/blog/?s=GenArk

Learn the answers to questions such as, “Which annotations do these genome
browsers have?” and “Do they come mapped with genes, repeats, and config
tracks?” See how to discover if your favorite model organism is already in
GenArk, or how to get it added. In three parts, the blog posts review real
examples of requesting new GenArk Hubs, such as on zebrafish, and how to go
about accessing, using, and learning the technical details behind GenArk Hubs.
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A future GenArk manuscript is currently in the works to be published in 2022. e e

Your genome is not in GenArk?

If you can’t find the assembly you want in
the GenArk hub collection, but you do
already have the GCA/GCEF identifier you .
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