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Search through thousands of genome browsers [Enter position, gene symbol or search terms ]
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Unable to find a genome? Send us a request. Escherichia coli Genome Browser - ecoli assembly

UCSC SPECIES TREE AND CONNECTED ASSEMBLY HUBS s o Ls . "
Organism name: Escherichia coli str. K-12 substr. MG1655 (E. coli)

SIHUMI (8) Hub Genomes Infraspecific name: Strain: K-12 substr. MG1655
BioSample: SAMN02604091
Human BioProject: PRINA225
Chimp Submitter: Univ. Wisconsin
Bonobo Date: 2013/09/26
Gorilla Assembly type: na

Assembly level: Complete Genome

Orangutan Genome representation: full
Gibbon RefSeq category: reference genome
GenBank assembly accession: GCA_000005845.2 (latest)
Green monkey RefSeq assembly accession: GCF_000005845.2 (latest)
Crab-eating macaque RefSeq assembly and GenBank assembly identical: yes
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UCSC Genome Browser on Human (GRCh38/hg38)
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Mapping and Sequencing
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Single Cell RNA-seq refresh
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Tons of pre-loaded annotations!

* Genes annotations

* Conservation scores

* Alignments with other species

* SNPs

* Expression profile across tissues for genes
* And many more
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Add Custom Tracks
clade genome [Human ~| assembly [Dec. 2013 (GRCh38/hg38) v

hic, interact, MAF, narrowPeak, Personal Genome SNP, PSL, or WIG formats.

= You can paste just the URL to the file, without a "track” line, for bigBed, bigWig, bigGenePred, CRAM, BAM and VCF.
« To configure the display, set track and browser line attributes as described in the User's Guide.
Examples are here. If you do not have web-accessible data storage available, please see the Hosting section of 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.

Paste URLs or data: Or upload: | Choose file | No file chosen Submit |

Clear

Optional track documentation: Or upload: | Choose file | No file chosen

Clear

Vs
Click here for an HTML document template that may be used for Genome Browser track descriptions.




How to add your own?

* Try manual input of bed coordinates: chr9:101420560-101435774
* Need a header with track name=<> description="<>" useScore=1

* Upload a bed file (can be found in
https://github.com/fburdet/UCSC/ ).

* Update track info.



https://github.com/fburdet/UCSC/

How to add your own? (2)

* Convert the bed file to bigBed in a terminal, put it on a server and
Input the link

* Find the converting softwareson
https://hgdownload.cse.ucsc.edu/admin/exe/)

* Upload it as a track with the following code:

track type=bigBed name="ALDOB bigBed" description="Test bigBed
link"
bigDataUrl=https://github.com/fburdet/UCSC/raw/main/ALDOB.bb


https://hgdownload.cse.ucsc.edu/admin/exe/

What with bam files?

Also possible to referencethem with a link
the bai index file needs to be with it

Can’t specify color but there’s a “hidden” track settings to change a few things

e Compare 2 samples from
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE164416

* Example:

track type=bam name="T2D bam"
bigDataUrl=https://github.com/fburdet/UCSC/raw/main/DP003.T2D.ALDOB.bam

track type=bam name="ND bam"
bigDataUrl=https://github.com/fburdet/UCSC/raw/main/DP010.ND.ALDOB.bam



https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE164416

wiggle and bigWig

variableStep chrom=chrN
[span=windowSize]
chromStartA dataValueA
chromStartB dataValueB
. etC .ac ... €tc ...

* bigWigis compressedand indexed.

* |t’'s possible to convertdirectly bam to bigWig, eg with bamCoverage from
deeplools.

* Optional: Specify bin size (default = 50)

* Optional: specify size factor
track type=bigWig name="T2D_bw" description="T2D" color=64,64,0
bigDataUrl=https://github.com/fburdet/UCSC/raw/main/DP003.T2D.ALDOB.bw
track type=bigWig name="ND_bw" description="ND" color=64,128,0
bigDataUrl=https://github.com/fburdet/UCSC/raw/main/DP010.ND.ALDOB.bw

* Wiggleis line-oriented, as



Save and share session
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Welcome fburdet

Your Account Information

Username: fburdet
Change password

Sign out

Session Management

See the Sessions User's Guide for more information about this tool. See the Session Gallery for example sessions.

Click here to reset the browser user interface settings to their defaults.

My Sessions

Show entries Search: | |
session name (click to load) . g;eated assembly vLe;:;?liit dtﬂ;ste ivhi?;e ;ﬁn s::_d
session others? listing? mail
mm10_Miki OCT2015_edited 2015-10-12 mm10 view/edit delete v O Email
mm10_Miki_ OCT2015 2015-10-12 mm10 view/edit delete v O Email
mm10_3_datasets_merged_candidates 2015-09-24 mm10 view/edit delete v O Email
mm10_3 datasets merged 2015-09-17 mm10 view/edit delete v O Email
mm10_Miki ROSE_2rep 2015-09-08 mm10 view/edit delete v 0 Email
mm10_Miki ROSE 2015-08-27 mm10 view/edit delete v O Email
mm10_Miki TE SE_normalized_size 2015-08-10 mm10 view/edit delete v O Email
mm10_Miki TE _SE 2015-08-07 mm10 view/edit delete v O Email
mm10_merge_SE 2015-08-03 mm10 view/edit delete v O Email
mm10_miki_chippart_clean_3TP 2015-07-21 mm10 view/edit delete v O Email
Showing 1 to 10 of 33 entries Previous 1 2 3 4 Next
Save Settings
Save current settings as named session:
name: hg38 | @ allow this session to be loaded by others submit
Save current settings to a local file:
file: file type returned: © plaintext O gzip compressed (ignored if output file is blank) | submit

(leave file blank to get output in browser window)

Next step:
hubs!



Get bed & bigBed for 1 gene



bam to bigWig

view -H DP0O03.merged.bam > DP003.T2D.ALDOB.sam
view DP003.merged.bam "chr9:101420000-101437000" >> DP0O03.T2D.ALDOB.sam
view -bS DP003.T2D.ALDOB.sam > DP003.T2D.ALDOB.bam
index DPO03.T2D.ALDOB.bam
-b DPO03.T2D.ALDOB.bam -o DP003.T2D.ALDOB.bw



IGV vs UCSC genome browser

IGV
* Suitable for any genome

e Need to install it on each
computer

* Files on local computer can
be very big (mammalbam
files)

* Not easy to share sessions
* No need for a file server
e | ess available annotations

UCSC
* Genome must exist
* No local install or space needed

* Easy to share sesions with link
and sessions

* Need a file server for own tracks
* Tons of pre-loaded annotations
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