Visualizing 3D Genomes
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UCSC Genome Browser

genome.ucsc.edu
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Rao et al. (2014) Cell [Lieberman-Aiden Lab]
aidenlab.org/juicebox
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Explore the 3D Human

Linear mode (TAB for info )TN 2

Selection: chromosome: 17, helix A, bases: 78618548-78620048
©Bases:

@SNPs: rs143747077; rs76565890; rsl88494673; rsl91855954; rs12603265; rsl83670229; re34756632; rsl45541896; rs12946972; rs61100637; rsl12936687;
rs188389004; rs58272260; rs182377000; rs148880488; rs12947901; rs142660760; rs151004186; rs74000853; rs1007850; rs77957187; rs187376157; rs142307122;
rs145755087; rs1007849; rs113455293; rs181480532; rs201491327;

Butyaev et al. (2015) Nucleic Acids Research [Waldispuhl Lab]

3dgb.cs.mcqill.ca
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Linear mode (TAB for info) 7\, ]
Selection: chromosome: 17, helix A, bases: 78618548-78620048
@Bases: A 5 ! A ATA

@SNPs: 31431747077; r376565890; r3188494673; rs101855054; 312603265;
r3188389004; rs58272260; r3182377000; rs148B80488; r312947901; rs142660760;
(5145755087 s1007849; s113455293; rs181480532; s201491327;

Explore the 3D Human
Genome

; 1S34756632; 13145541896 r512946972; rs61100637; rs12936687;
rs151004186; rs74000853; rs1007850; rs77957187; rs187376157; rs142307122;




Explore the 3D Human

3,000,000,000 x 2 x 1,000s

File Format & Visual Grammar



(a) FISH Active FISH Inactive
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Genomic Distance

Peng et al. (2013). Nucleic Acids Research
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http://3DGenomes.org

Creomatn censty

Map analysis

Model building

Model analysis
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