Add custom track to genome browser
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Add custom track to genome browser

(1) Genomes Genome Browser Tools Mirrors Downloads My Data Projects Help About Us

Add Custom Tracks

clade | Mammal ¥ genome | Human ¥ assembly | Feb. 2009 (GRCh37/hgl9) ¥ | 1. check version

Display your own data as custom annotation tracks in the browser. Data must be formatted in bigBed, bigBarChart, bigChain, bigG
interact, MAF, narrowPeak, Personal Genome SNP, PSL, or WIG formats. To configure the display, set track and browser line attrik
Data in the bigBed, bigWig, bigGenePred, BAM and VCF formats can be provided via only a URL or embedded in a track line in th
the Track Hub Help documentation.

Please note a much more efficient way to load data is to use Track Hubs, which are loaded from the Track Hubs Portal found in the

Paste URLs or data: Or upload: | Choose File | p53_macs_peaks.bed Submit 2. llplﬂﬂd
p53_macs_peaks.bed

Clear




Rename custom track
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Manage Custom Tracks

Name Description  |Type|Doc|ltems| Pos

an assembly: Feb. 2009 (GRCh37/hgl9) [hgl9]

view in | Genome Browser v || go

User Track |Wser Supplied Track bed 1700 [chr12: ' | a0l custom backs |

Click "User Track™ to rename your poJd (rack

Managing Custom Tracks

This section provides a brief description of the columns in custom track management table. For more details about managing custom tracks, see the Genome Browser User's Guide.

Name - a hyperlink to the update page where you can edit your track data.

f)escription - the value of the "description” attribute from the track line, if present. If no description is included in the input file, this field contains the track name.

Type - the track type, determined by the Browser based on the format of the data.

Doc - displays "Y" (Yes) if a description page has been uploaded for the track; otherwise the field is blank.

Items - the number of data items in the custom track file. An item count is not displayed for tracks lacking individual items (e.g. wiggle format data).

Pos - the default chromosomal position defined by the track file in either the browser line "position” attribute or the first data line. Clicking this link opens the Genome Browser or”
is shown in this column). The Pos column remains blank if the track lacks individual items (e.g. wiggle format data) and the browser line "position” attribute hasn't been set.




Rename custom track
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Update Custom Track: User Supplied Track [hg19]

GTE, interact, MAF, narrowPeak, Personal Genome SNP, PSL, or WIG formats. To configure the display, set track and browser line atiributes as describe
Data in the bigBed, bigWig, bigGenePred, BAM and VCF formats can be provided via only a URL or embedded in a track line in the box below. Examples

the Track Hub Help documentation.

Please note a much more efficient way to load data is to use Track Hubs, which are loaded from the Track Hubs Portal found in the menu under My Data

Edit configuration: Submit
track name='P53 peaks' description='P53 ChIPseq peaks' Rename the track and change description

s then "Submit"

Pacta in ranlaramant data- Mir ninlaad: | Frhaaea Cila | WA fila chocan



View custom track in genome browser
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Manage Custom Tracks

genome: Human assembly: Feb. 2009 (GRCh37/hgl9) [hgl9]
Name Description 1L T IR S0 R delete | ViEW N | Genome Browser v || go | \

P53 peaks P53 ChiPseq peak5|hed 1700 [chr12:| | T ||_

Click "go" to view in Browser

Managing Custom Tracks



View custom track and CDKN1A in genome

1. Enter CDKN1A gene
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View custom track and CDKN1A in genome
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Select regulation tracks In genome browser
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Select regulation tracks In genome browser

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
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se Table Browser to generate intersections

Genomes Genome Browser nloads My Data View About Us
Be CSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
| Table Browser | move | <<< | << | < | > | >> | >>> [ZoOmMin| 1.5x | 3x | 10x | base |ZOOM OUt| 1.5x | 3x | 10x | 100x
Variant Annotation Integrator .35 541 517.36,657,836 16,320 bp.| enter position, gene symbol, HGVS or search terms | go

Data Integrator

. |chr~s pzt.2) [ EiEai+01 16 11
G T bl B Gene Interactions
0 to lable browser Soate
Gene Sorter chré: 35,545, o 55,558, pea| 36,555, 0e8|
P53 ChIFseq peaks
peaks |
Genome Graphs Haplotypes to GRCh37 Reference Ieguence
Fatches to GRChI7 Reference Sequence
In-Silico PCR UCZEC Gehes (Reffed, GenBank, CCOE, Rfam, tRNAS & Comparative Genomics)
C COKM1A
LiftOver COKM1A i
CDKM1A
T COKHLA
VisiGene MCEI RefZeq oenes, curated subset (HM_#, MR_#, HF_# or YF_#) - Ahnotation Release GOF_86@881465,25_GRCh3T.pl3d (2817-04-130
o AMDAR COKM1A
Other Utilities COKM1A
COKM1A =
OTHD —
COKM1A
CDKHLA
Fublicatiohs: Sequences in Scientific
‘ sequsnces +—HHHEH—H—H—HERERHH - HH - - it —HH— H- I
ENFS 11 [l [ NI [ A 11 | [ | | |




Use Table Browser to generate intersection
to find overlap of TP53 peaks with CpG site or DNase cluster
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Table Browser

Use this program to retrieve the data associated with a track in text format, to calculate intersections between tracks, and to retrieve DNA sequence
controls in this form, and the User's Guide for general information and sample gueries. For more complex queries, you may want to use Galaxy or ¢
send the data to GREAT. Refer to the Credits page for the list of contributors and usage restrictions associated with these data. All tables can be da

clade: Mammal | genome: |Human v | assembly: | Feb. 2009 (GRCh37/hgl9) |

group: | Custom Tracks v | track: | P53 peaks ¥ | | manage custom tracks || track hubs |
table: | ct_P53peaks_3940 v | | describe table schema | - Select P53 track
region: ® genome . ENCODE POt regions . pOSItON chré:36,641,517-36,657,836 | lookup || define regions |

identifiers (names/accessions): | pastelist | | upload list |

| filter: | create

intersection: | create | | <= Create intersection

correlation: | create

output format: | sequence ¥ Send output to [ Galaxy GREAT
output file: |geneList.fasta (leave blank to keep output in browser)

file type returned: = plain text gzip compressed

et etk cnrmmrmandotaticotioe



Use Table Browser to generate intersection
to find overlap of TP53 peaks with CpG site or DNase cluster
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Intersect with P53 peaks

Select a group, track and table to intersect with:

group:  Regulation Y| track: | CpG Islands A
table: | CpG islands (cpgislandExt) ¥ | 1. select CpG Island track

Intersect P53 peaks items with bases covered by CpG Islands:

These combinations will maintain the names and gene/alignment structure (if any) of P53 peaks:

= All P53 peaks records that have any overlap with CpG Islands
All P53 peaks records that have no overlap with CpG Islands
All P53 peaks records that have at least |so % overlap with CpG Islands
All P53 peaks records that have at most 8o % overlap with CpG Islands

Intersect bases covered by P53 peaks and/or CpG Islands:

These combinations will discard the names and genefalignment structure (if any) of P53 peaks and produce a simple list of position ranges.

Base-pair-wise intersection (AND) of P53 peaks and CpG Islands
Base-pair-wise union (OR) of P53 peaks and CpG Islands

Check the following boxes to complement one or both tables. To complement a table means to include a base pair in the intersection/union if it is not included in the table.

Complement P53 peaks before base-pair-wise intersection/union
Complement CpG Islands before base-pair-wise intersection/union

Subnag .
2. submit




Use Table Browser to generate intersection
to find overlap of TP53 peaks with CpG site or DNase cluster
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Table Browser

Use this program to retrieve the data associated with a track in text format, to calculate intersections between tracks, and to retrieve C
controls in this form, and the User's Guide for general information and sample queries. For more complex queries, you may want to u:
send the data to GREAT. Refer to the Credits page for the list of contributors and usage restrictions associated with these data. All tak

clade: | Mammal ¥ genome: |Human v assembly: |Feb. 2009 (GRCh37/hgl9) ¥ |
group: | Custom Tracks v | track: | P53 peaks ¥ | | manage custom tracks || track hubs |

table: | ct P53peaks 3940 v | | describe table schema |
region: ® genome ENCODE Pilot regions position chré:26,641,517-36,657,836 | lookup || define regions |
identifiers (names/accessions): | paste list | upload list |

filter: | create

intersection with cpglslandExt: | edit || clear

correlation: | create | 1. select BED output format, specify output file name
output format: | BED - browser extensible data * |Send output to Galaxy GREAT

output file: p53_in_CpG_island.bed Fleave blank to keep output in browser)

file type returned: ® plain text gzip compressed

Note: The all fields and selected fields output formats are not available when an intersection has been specified.

| get output_gsummary/statistics 2. submit

To reset all user cart settings (including custom tracks), click here.




Use Table Browser to generate intersection
to find overlap of TP53 peaks with CpG site or DNase cluster

(2) Genomes Genome Browser Tools Mirrors Downloads My Data Projects

Output ct_P53peaks_3940 as BED

Include custom track header:

GAR O

peon fO0Z84 MACS peak 948

names= th_ct_P53peaks_3940 chré 4018793 4018981 MACS peak 9487 423
description= |table browser query on ct_P53peaks 3940 chré 16723111 10723378  MACS_peak 9503 317
o chré 11093958 11094195 MACS peak 9504 364
visibility= | pack v chré 13615494 13615772 MACS peak 9525 300
url= chré 14211372 14211610 MACS peak 9528 354

chreé 15245567 15245747 MACS peak 9541 690
chré 16760120 16760353 MACS peak 9560 271

Create one BED record per: chre 16761841 16762052 MACS peak 9561 270

* Whole Gene chré 17600368 17600668 MACS peak 9567 450
Upstream by  [200 bases chré 17707053 17707372 MACS peak 9568 590
chré 18122845 18123104 MACS peak 9578 488

DUWStrEﬂm t]}lII 2[]0 baSES i ToITIDA T3 TOET MArFrS moasle OG0T =il

Mote: if a feature is close to the beginning or end of a chromosome and upstream/downstream bases &

| 9e1BED . qgancel. get BED file

HOW many P53 peakS have an Overlap Wlth CpG IS|andS (count lines in resulting BED file)
HOW many P53 peakS have an Overlap Wlth DNaSG SlteS (you can do this similar to the way you did with CpG islands)
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