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Need storage for your BAM/VCF/bigBed/Bigwig files and a track hub for a paper?

Click My Data > Track Hubs > Hub Upload New Track: Structural long-read variants from more than 8000 genomes

Scale 20 kb| | hg3s

ACO”eCtIOn Of StrUCturaI Varlants from COLORS DB, chr17: |  43,060,000] 43,070,000 43,080,000/ 43,090,000 43,100,000]  43,110,000| 43,120,000

G?N(l}ODE V4? (47 items filtlered ouxt)l
<t T

Genomes Genome Browser Tools Mirrors Downloads My Data Projects Help o

e Upload files to UCSC, no need for DropBox, Github, etc o
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and ONT), Arabic Pangenome, deCODE, Children’s
Mercy GA4K, HGSVC, HPRC, Svatalog and a
Parkinson’s cohort from Kim et al. 2026

Integrated into a single VCF or bigBed file, freely
downloadable

e Release June 2026

e Suggestions for more datasets welcome!
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Track Collection Builder

e 10GB by default, much more upon request

e Files are stored on UCSC servers: fast and reliable

e Track hub config auto-generated: define track names and
labels, mouse overs, colors, fields on click, etc

e Hubs can be loaded into IGV, Jbrowse2, IGB, Ensembl.

e Annotations can be on > 30k Genbank assemblies

e New assembly? Request via our form or upload your own

Public Sessions All LR SVs merged | |

Structural Variants from 1,019 Diverse Humans (Vienna ONT, Schloissnig et al. 2025)

New feature! We're excited to introduce this new hosting space.
We would love to hear your feedback — please contact us and let us know what you think!

1KG ONT 1019 SVs

Structural Variants from 100 1000 Genomes ONT Samples (Gustafson et al. 2024)
1KG ONT 100 SVs |
Structural Variants from 1,027 AoU Individuals (PacBio HiFi ILong-read)
: - - : - AoU 1027 SVs
Upload your track hub files to UCSC and view your bigBed, bigWig, BAM, VCF, and other supported f

such as Dropbox, Google Drive, or AWS. ®

Structural Variants from Arabic Pangenome Reference (53 UAE-resident Arab samples)
Arab APR 53 SVs

ural Variants from Chinese Pangenome Consortium (58 samples, CPC portion of the CPC+HPRC graph; HPRC-specific SVs ren
Each account is allocated 10 GB of storage. While we strive to maintain uninterrupted access, please CPCs8SVs

- o High-confidence Structural Variants from 3,622 Icelanders (deCODE, Oxford N
long term is not guaranteed. To request additional storage space, please contact us. ¥ c|°n' ininundisankni optanilers { | Xfoyd Npnom)

deCODE 3622 SVs
Structural Variants from 502 Children's Mercy GA4K Probands and Families (PacBio HiFi)
» How to use Hub Space GA4K 502 SVs |

Structural Variants from 945 Han Chinese (Long-read Sequencing)

Han 945 SVs
Structural Variants from 32 Haplotype-Resolved Genomes (HGSVC2 freeze 4, Ebert et al. 2021)

My Data

Using 43.1KB of 10.0GB

HGSVC2 32 SVs
Structural Variants from 65 Diverse Samples (HGSVC3 ONT+HIFI)
HGSVC3 65 SVs 0 |

Structural Variants from the HPRC v2 Pangenome Graph (233 Samples, minigraph-cactus + vcfwave)
HPRCv2233SVs ||

n f. I h d I d f r J n 2026 = File File Post-mortem Brains (Parkinson's disease, ILBD, Control; Kim et al. 2026, PacBio HiFi) - PRELIMINARY, data to be updated, col
Seq U e Ce | e SC e U e O U e B File name size type Genome Huk Kim PD 100 prelim
P Structural Variants from 101 Long-read Whole-Genome Sequences (GWAS SVatalog, Chirmade et al. 2026) (1 items filtered out)
. SVatalog 101 SV
defaultHub 43.1KB dir hs1 — 2

e Share via a short link: My Data > My Sessions L

Structural Variants from 333 Japanese Individuals (ToMMo, 111 Trios)
ToMMo 333 SVs |

Looking at annotations but need them to another genome??

Click View > In Other Genomes > Quick Lift New Track: Short-read SNVs from 1.6 million genomes
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Variant Frequencies: NCBI ALFA (dbGaP datai - 408k mixed WGS/WES/array, 163M variants
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tracks and lift them on-the-fly on another genome in real time. = e | | SCHEMA 121k, Japan TOMMO Biobank 61Kk, e e Rimon o i e ot
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e All currently displayed annotation tracks are lifted AT Mexico Biobank 6k, SGDP 279, Indigenous Africans oo s 1 T PN 0 T
e We add alignments on request by email. A request form for [t U 180, HGDP and 1000 Genomes 4k, GREGOR rare mramosevan | ||| || 1L LTI ST

! Highlight here Variant Frequencies: Simons Genome Diversity Project - 279 WGS, 142 populations

| SGDP 279 WGS
| Reset All User Settings

liftOver alignments is in development (release late 2026)

Variant Frequencies: 180 WGS Ifrom 12 Indigenous African Populations (Fan/Tishkoff 2023, lifted from hg19)

diseases 3.5k, Australia MRGB 4k, Brazil AboraOM —

Africans 180 WGS

'ser on Human Jan. 2022 (T2T CHM1 3V20Ihs1) (hs1) anomAD HGDP» 1kG 4k WGS Variant Frequencies: gnomAD HGDP + 1000 Genomes - 4,094 WGS, 80 populations

e Alignments will be computed on Galaxy servers and made
available in the Genome Browser and QuickLift.
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p. Ichromosome range, search terms, help pages, see examples
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Variant Frequencies: GREGoR Consortium - Release 4, 3,624 WGS samples, rare disease families
GREGoR R4 3.6k WGS

1 k, G e n Ol I Ie‘ ‘S I a 1 - 7 k’ H I :C 3 O k’ I n d I G e n Ol I leS 1 k’ :quencies: Genomic Answers for Kids (Children's Mercy) - 552 PacBio HiFi long-read WGS (pediatric rare-dise
GA4K 552 PacBio LR |
encies: CoLoRSdb v1.2.0 - 1,027 long-read PacBio HiFi WGS, DeepVariant+GLnexus joint-called SNVs and

u
ColLoRSdb 1,027 LR SNVs/indels
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e They can be merged into multiple alignments (multiz)
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ncORFs: Gencode Phase | non-canonical ORFs supported by Ribo-seq data

Korea 1.9k, Saudi Genome 302, Singapore NPM
9.7k

SVatalog 101 WGS

Variant Frequencies: Australia Medical Genome Reference Bank - 4,011 WGS
Australia MGRB 4k WGS

Variant Frtlequencies: ABraOM IBrazil - 1,171 unrelated individuals

riant Frequencies: GWAS SVatalog SNPs from 101 Samples (Chirmade 2026, 10X Genomics linked short-rea

Brazil ABraOM 1k WGS |
o Variant Frequencies: GenomeAsia Pilot - Indels
. Release May/June 2026 GenomeAsia Pilot Indels 1.7k WGS |
Variant Frequencies: GenomeAsia Pilot - Substitutions
GenomeAsia Pilot Subs 1.7k WGS 1 | |
Variant Frequencies: Haplotype Reference Consortium - 30k WGS (excl. 1000 Genomes )
HRC 30k WGS | |

Variant Frequencies: IndiGenomes India - 1,029 samples

e 3Suggestions on other projects welcome!

India IndiGenomes 1k WGS

5 g Variant F encies: KOVA Korea - 5305 samples, 1.9k WGS+3.5k WES
ncORFs: Gencode Phase Il non-canonical ORFs - comprehensive M fradpena i | P T
c4riboseqo )1 8

c4riboseqorfo01 [
ncORFs: Gencode Phase Il non-canonical ORFs - primary
ncORFs: MetamORF - meta-database of non-canonical ORFs
ORF3450700 << . . ~

Korea KOVA 1.9k WGS+3.5k WES |

e Seeking contacts at UK Biobank & Regeneron.

Variant Frequencies: Saudi Genome Project - 302 WGS samples
Saudi Genome Proiect 302 WGS | |

Need to edit annotations manually and collaborate on them?

Click "Add annotation” (not released yet) New Track: Non-canonical, short ORFs with RiboSeq and/or Mass-spec evidence

e \We already have custom tracks, where you paste text files in Configure | Reverse | Resize | Add annotation e Non-canonical ORFs from Gencode Phase | and I, % | ioseoml  vosesl  osscol  osrosm ool osmsl  tmos b o
. . . . “ o PITX2 P > > : : 3 2 5 ’ -
special formats, but no interactive way to change a single il py variants | MetaMorf/Sorfs.org, nuORFdb, OpenProt and NENNNREENES ENS5000005000 S — Ll
annOtatiOn I M Enter HGVS, position, or gene symbol UTRAn nOtator mORFsaS;ande Phase | non-canonical OBFfosgpported by R;bo-s_eq data
" . o . . BRAF V600E| - nc s: Gencode Phase Il non-canonica Fs - comprehensive
e “Add annotation” creates special custom tracks with oOORTs MetamORF - o daiabena o s sanerioal ORFs
i ] . . i Or edit item fields manually b ORF3450700 '
user-defined fields, e.g. variant, comments, publications [ ][ ] oo b
Submit Cancel ORF3450709
. ' ' : ORF3450712 NG
e Use cases: manual gene annotation, primer design, CRISPR orFasssizol
target IOCUS annotation’ etC_ variant Created ENST00000607865.1 1 4 (RREETEETRRRTRRETE ncORFs: nuORFdb - non-canonical ORFs from nuORFdb v1.2
. TraCkS Can be Shared With “editorS” WhO Can make Changes ncORFs: OpenProt - alternative and reference proteins v2.2
Variant created at chr7:140,753,330-140,753,342 IP_121071 IP_4491913 EEEEER IP_616049 [RREER

6046 K€L ENSP00000475617.1

e Overlapping annotations can be pulled in from certain tracks,
e.g. CADD or REVEL scores for variants, or from external
APIls (e.g. SpliceAl Indels from the Broad Lookup Server)

e \We appreciate suggestions on APls to add

] Remember this choice @
Go to Variant H Stay Here

New Track: Tandem repeat variation - WebSTR, TRExplorer, STRchive, TOMMO

Sosis 100 bases | | hg3s
chra: | 3,074,850| 3,074,900| 3,074,950| 3,075,000|

GENCODE V49 (6 items filtered out TRExplorer (Item Details
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1000 Genomes Vienna ONT VNTR Allele Statistics (VAMOS, 1,019 samples, long-reas cohorts

New Track: NMD Escape regions of Gencode or RefSeq Transcripts

1KG Vienna ONT VNTR

STRchive Disease-Associated Short Tandem Repeat Loci TenK10K Allele 1.0k
HO_HTT I Distribution

ToMMo 61KJPN Short Tandem Repeat Allele Counts (Expansion Hunter)
. CCG x9 -
CAGx19 * CCTx2 GCCGCCC
- GCCx3 ﬁ
x9 [
WebSTR Short Tandem Reﬁat Loci iEnsembIeTR Panel, 1000 Genomes)
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e Nonsense-mediated decay destroys transcripts containing premature stop codons or frameshifts, except when
these occur in certain regions of the gene (the 50/100/400 bp rules). Tracks show these regions for Gencode
and RefSeq. The track also shows NMDetective, a prediction model for these regions.
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|deas for new tracks? E.g.
long-read transcripts,
non-coding, RNA
modi-fications?

ENSG00000296779 B0 Other traCkS
SHH sl e
NMD escape predictions: MANE Select Plus Clinical transcripts
NM_000193.4 EEEEES NM_000193.4 |

NMD escape predictions: Gencode transcripts

NM_000193.4 |

SHH | SHH EXEEEl SHH | | SHH | e PromoterAl, PrimateAl variant impact predictions
SHH SHH _
SHH| | SHH| | e Recount3: All Introns in human SRA RNA-seq datasets, Langmead Group
NMDetective-A: Random forest prediction of NMD efficiency (Lindeboom 2016 . gww
NMDetective-A _— & o e DNA Methylation Atlas, Kaplan Group
NMDetective- Jecision tree prediction of NMD efficiency (Lindeboom 2016) I I I I Genome Browser tutorials and videos:
N——— NMDstective-8: C : : .””[ T ; 2 e MethBase2 with 5600 Methylation Samples in the SRA, A. Smith USC httos://aenome. ucse. edu/trainina/index htrml
e ENCODE4 CCREs and also ENCODE4 TF/Chromatin data (coming)
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