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DOverviewy OheEiives

Site Overview

Site Architecture, Navigation and Configuration
Lesser Known Treasures
Multiple Highlights & Keyboard Shortcuts

BLAT across multiple Species

Gene Interactions Tool and Track

New Data Tracks, Formats and Tools
New CRISPR and GeneHancer Tracks

New Interact Data Format

New Short Links to Sessions & Public Sessions



Display engine for genomic annotations.
Consistent interface across genomes.

A tool for inquiry-driven discovery.

http:genome.ucsc.edu






architecture: GTEX

Top “GTEx Gene” track (available under Expression section) in bargraph display
e Summarizes Gene Expression in 53 tissues from GTEx RNA-seq of 8555 samples (570 donors) in one box

Lower individual signal tracks from “GTEx RNA-seq Signal Hub” (available from Public Hubs page)
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architecture: GTEX




Top Blue Bar Menu
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Top Blue Bar Menu: Genomes a Gateway to Discover Multiple Assemblies
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Top Blue Bar Menu: Select Configure to see a list of all tracks for an assembly and alter display
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Top Blue Bar Menu: Change settings like Text Size and see a list of all tracks on Bottom Blue Bars
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Bottom Blue Bars: Represent Groups Of Track Data (hide, dense, pack, full) Visibilities States
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Browser: move region or zoom In or zoom out with top buttons or select chromosome region to jump
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Browser: Drag and Select to Zoom or to Create Highlights. Multiple highlights and colors are possible.
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Press ? to See Shortcuts. Use numbers 1 to 6 to quickly zoom to bp regions: 50 to 5,000,000 bp
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Top Blue Bar Tools Menu: Select Blat to search DNA queries across available Browsers
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Top Blue Bar Tools Menu: Select Blat to search DNA queries across available Browsers

Nouse wevar BLAT Search
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Top Blue Bar Tools Menu: Select Blat to search DNA queries across available Browsers
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Top Blue Bar Tools Menu: Gene Interactions option brings you to text-mined protein interactions

- ostion

e VYoo

I Armaw,

L - s 2R R LR
oo Ayt
. L 2 A "o P TS MO By N r
SR .
. oo [

e el
- . - e - . .- e - - | e - e .

- o bite N - e, C -

- b Lo e

‘. - feee-

L - 5

o re rewew Drmnrms poweetly O v M0
v bag Paariuiy @ ventun B0 Rata g o

2y e oot Prowd i Ade Mo 0D
—— ——O“V“‘\'l
Aaais © SEA OR300
ca, e “m"" Mo v ae™ma P

NOF by © 1T Mas 1D
WA b O VY

S - -

.-,o-o-.
— P et [V P

L el T -

VeIt mre man. vd svar o de groarw

wow cvnd ottt wgeg FPluvws oM Mbes met e snme Vi Jesv v



Top Blue Bar Tools Menu: Gene Interactions option brings you to text-mined protein interactions
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Top Blue Bar Tools Menu: Gene Interactions option brings you to text-mined protein interactions

Putting the
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Lower Blue Bars: Different Track Groups including CRISPR and Gene Interactions and GeneHancer
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Lower Blue Bars: Different Track Groups including CRISPR and Gene Interactions and GeneHancer
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GeneHancer track uses new interact format to display human regulatory elements (enhancers and
promoters) and their inferred target genes. CRISPR track shows color-coded predicted target sites.
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New data format

New data display

Distant SNP-Gene Interactions (Tr

s ¢QTLs) from GTEX
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My Data Top Blue Bar Menu
‘b
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My Data Top Blue Bar Menu: My Sessions Allows You to Create a Snapshot of Your Browsing
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My Data Top Blue Bar Menu: My Sessions Allows You to Create a Snapshot of Your Browsing
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My Data Top Blue Bar Menu: Public Sessions Access to Community Sharing

UCSC Gonome Browser on Human Feb.
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Search box “SessionView” (sorts to sessions with this unique tag)
e Click on image to jump to session (sort by newest first)
Add your own Public Sessions via the “My Sessions” page (add descriptions to make them discoverable)
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Iraining ana Kalling List

YouTube training channel: (Yﬂ@ bit.ly/ucscVideos

On-site workshops (training link on main page):
http:// genome.ucsc.edu/training/

Mailing list (training link on main page):
http:// genome.ucsc.edu/contacts.html
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