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How to see Gert’s data on UCSC

e Go to Gert’s website:

Genome assembly Xentr v7.1

The "tracks" file below is a bigWig file that can be used to visualize H3K4me3, TBP, H3K4me1, RNAPII,
H3K27Tme3, RNAseq, MethylCap and Input tracks of multiple stages (stages 9, 12, 16 and 30) at the
genome browser at NIMR. Alternatively, browse genes for H3K4me3 and H3K27me3 profiles at our gene

profile page.
[b3 mostconserved_gmap_k12.bed.gz 717/2013 5,814 KB
[+3 veenstra_tracks_JGI-7-1__3.wig.gz 7/15/2013 1 KB
[o3 xtev_v3-4_JGI7-1_all.bed.gz 12/4/2013 1,460 KB
Jbed xtev_v3-4_JGI7-1_genename.bed.gz 6/14/2013 999 KB

Genome assembly Joint Genome Institute Xentr v4.1 (xenTro2, August 2003).

Fio iz

Jber CpGl_Gardiner-Garden_xenTro2.bed.gz 3/23/2011 1,488 KB
[bed CpGl_Takai_Jones_xenTro2.bed.gz 3/23/2011 212 KB
[+3 DNAme_St12_500mM_xenTro2.wg.gz 3/23/2011 5,473 KB

[+3 DNAme_St12_700mM_xenTro2.wg.gz 3/23/2011 5,561 KB



How to see Gert’s data on UCSC

Newer time-series data

Genome assembly Xentr v7.1

The "tracks" file below is a bigWig file that can be used to visyalize H3K4me3, TBP, H3K4me1, RNAPII,
H3K27me3, RNAseq, MethylCap and Input tracks of myfiple stages (stages 9, 12, 16 and 30) at the
genome browser at NIMR. Alternatively, browse genes fgf/H3K4me3 and H3K27me3 profiles at our gene

profile page.
Fil Size:

File Name:

e mostconserved_gmap_k12.bed.gz 717/2013 5,814 KB
[+3 veenstra_tracks_JGI-7-1__3.wig.gz 7/15/2013 1 KB
[o3 xtev_v3-4_JGI7-1_all.bed.gz 12/4/2013 1,460 KB
Jbed xtev_v3-4_JGI7-1_genename.bed.gz 6/14/2013 999 KB

Genome assembly Joint Genome Institute Xentr v4.1 (xenTro2, August 2003).

Fio iz

Jber CpGl_Gardiner-Garden_xenTro2.bed.gz 3/23/2011 1,488 KB
[bed CpGl_Takai_Jones_xenTro2.bed.gz 3/23/2011 212 KB
[+3 DNAme_St12_500mM_xenTro2.wg.gz 3/23/2011 5,473 KB

[+3 DNAme_St12_700mM_xenTro2.wg.gz 3/23/2011 5,561 KB



How to see Gert’s data on UCSC

e All his data are aligned already — wig files are a
lot like bam files or bedgraph files

 The newer stuff is aligned to Trop genome
v7.1, which is not available on the UCSC
browser

e So instead you have to go to some other
browser to see the reads — he links to it on his
lab resources page. It’s the NIMR link



How to see Gert’s data on UCSC
e NIMR link in the box:

Genome assembly Xentr v7.1

The "tracks" file below is a bigWig file that can be used to visualize H3K4me3, TBP, H3K4me1, RNAFII,

0 0 ylCap and Input tracks of multiple stages (stages 9, 12, 16 and 30) at the
genome browser at NIMR. plternatively, browse genes for H3K4me3 and H3K27me3 profiles at our gene

Fio iz

[b3 mostconserved_gmap_k12.bed.gz 717/2013 5,814 KB
[+3 veenstra_tracks_JGI-7-1__3.wig.gz 7/15/2013 1 KB
[b% xtev_v3-4_JGI7-1_all.bed.gz 12/4/2013 1,460 KB
Jbed xtev_v3-4_JGI7-1_genename.bed.gz 6/14/2013 999 KB

Genome assembly Joint Genome Institute Xentr v4.1 (xenTro2, August 2003).

Fio iz

Jber CpGl_Gardiner-Garden_xenTro2.bed.gz 3/23/2011 1,488 KB
[bed CpGl_Takai_Jones_xenTro2.bed.gz 3/23/2011 212 KB
[+3 DNAme_St12_500mM_xenTro2.wg.gz 3/23/2011 5,473 KB

[+3 DNAme_St12_700mM_xenTro2.wg.gz 3/23/2011 5,561 KB



e Unfortunately the NIMR browser sucks, and
there is something wrong with Gert’s site such
that you can’t upload those newer tracks

there.
e | just wrote him about it.




How to see Gert’s data on UCSC

Older data

Genome assembly Xentr v7.1

The "tracks" file below is a bigWig file that can be used tojvisualize H3K4me3, TBP, H3K4me1, RNAPII,
H3K27me3, RNAseq, MethylCap and Input tracks of njultiple stages (stages 9, 12, 16 and 30) at the
genome browser at NIMR. Alternatively, browse genes fgr H3K4me3 and H3K27me3 profiles at our gene

profile page.
Fil Size:

File Name:

e mostconserved_gmap_k12.bed.gz 717/2013 5,814 KB
[+3 veenstra_tracks_JGI-7-1__3.wig.gz 7/15/2013 1 KB
[o3 xtev_v3-4_JGI7-1_all.bed.gz 12/4/2013 1,460 KB
Jbed xtev_v3-4_JGI7-1_genename.bed.gz 6/14/2013 999 KB

Genome assembly Joint Genome Institute Xehtr v4.1 (xenTro2, August 2003).

Date Created: File Size:

Jber CpGl_Gardiner-Garden_xenTro2.bedlgz 3/23/2011 1,488 KB
[bed CpGl_Takai_Jones_xenTro2.bed.g 3/23/2011 212 KB
[+3 DNAme_St12_500mM_xenTro2.wg.gz 3/23/2011 5,473 KB
[+3 DNAme_St12_700mM_xenTro2.wg.gz 3/23/2011 5,561 KB

File Name:



How to see Gert’s data on UCSC

 Older data are aligned to trops v4.1

Genome assembly Xentr v7.1

The "tracks” file below is a bigWig file that can be used to visyalize H3K4me3, TBP, H3K4me1, RNAPII,
H3K27me3, RNAseq, MethylCap and Input tracks of mullfple stages (stages 9, 12, 16 and 30) at the
genome browser at NIMR. Alternatively, browse genes for Ji3K4me3 and H3K27me3 profiles at our gene

profile page.
Fio Name:
[b3 mostconserved_gmap_k12.bed.gz 717/2013 5,814 KB
[+3 veenstra_tracks_JGI-7-1__3.wig.gz 7/15/2013 1 KB
[o3 xtev_v3-4_JGI7-1_all.bed.gz 12/4/2013 1,460 KB
Jbed xtev_v3-4_JGI7-1_genename.bed.gz 6/14/2013 999 KB

Genome assembly Joint Genome Institute Xentr v4.1 [*HTFDE, August 2005).

Fio iz

Jber CpGl_Gardiner-Garden_xenTro2.bed.gz 3/23/2011 1,488 KB
[bed CpGl_Takai_Jones_xenTro2.bed.gz 3/23/2011 212 KB
[+3 DNAme_St12_500mM_xenTro2.wg.gz 3/23/2011 5,473 KB

[+3 DNAme_St12_700mM_xenTro2.wg.gz 3/23/2011 5,561 KB



So go to UCSC trops

Click here
* Pick the v4.1 genome version: /

X. tropicalis (Xenopus tropicalis) Genome Browser Gateway

The UCSC Genome Browser was cregfed by the Genome Bioinformatics Group ¢
Software Copyright (c) The Rgents of the University of California. All righ

group genome assembly position

Vertebrate = X. tropicalis I: | Aug. 2005 (Gl 4.1/xenTro2} * | ISCBHD'd_2?1555,941 -5?8,3?4

Pick
This one

\

X. tropicalis (Xenopus tropicalis) Genome Browger Gateway

Thg UCSC Genome Browser was created by the Genome Bicinformatics Group
Software Copyright (c) The Regents of the University of California. All righ

rou enome Regamble osition
J P J Mow, 2009 (JG] 4.2 [xenTro3) P
WVertehrate £ | | ¥ tropicalis + [ _Aug. 2005 Gl 4.1/xenTroz) scaffold 27:565,941-578,374

Oct. 2004 (JGI 3.0/xenTrol)




So go to UCSC trops

* Pick the v4.1 genome version:

e Because Gert already aligned these, if you load them to the
wrong genome build the numbers won’t agree and it won’t
work

e For bedgraph and wig files, this mistake happens a lot. Pay
attention to genome version!
Pick
This one

\

X. tropicalis (Xenopus tropicalis) Genome Browger Gateway

Thg UCSC Genome Browser was created by the Genome Bicinformatics Group
Software Copyright (c) The Regents of the University of California. All righ

rou enome Regamble osition
J P J Mow, 2009 (JG] 4.2 [xenTro3) P
WVertehrate £ | | ¥ tropicalis + [ _Aug. 2005 Gl 4.1/xenTroz) scaffold 27:565,941-578,374

Oct. 2004 (JGI 3.0/xenTrol)



Get the track links from Gert’s site

Genome assembly Xentr v7.1

The "tracks" file below is a bigWig file that can be used to visualize H3K4me3, TBP, H3K4me1, RNAPII,
H3K27Tme3, RNAseq, MethylCap and Input tracks of multiple stages (stages 9, 12, 16 and 30) at the
genome browser at NIMR. Alternatively, browse genes for H3K4me3 and H3K27me3 profiles at our gene

profile page.
e mostconserved_gmap_k12.bed.gz 717/2013 5,814 KB
[+3 veenstra_tracks_JGI-7-1__3.wig.gz 7/15/2013 1 KB
[o3 xtev_v3-4_JGI7-1_all.bed.gz 12/4/2013 1,460 KB
Jbed xtev_v3-4_JGI7-1_genename.bed.gz 6/14/2013 999 KB

Right-click, “copy link address”

enome assembly Joint Genome Institute Xentr v4.1 (xenTro2, August 2003).

Fio iz

Jber CpGl_Gardiner-Garden_xenTro2.bed.gz 3/23/2011 1,488 KB
be i 3/23/2011 212 KB
[+3 DNAme_St12_500mM_xenTro2.wg.gz 3/23/2011 5,473 KB

l*s] DNAme_St12_700mM_xenTro2.wg.gz 3/23/2011 5,561 KB



Go back to the UCSC browser for trops
v4.l

The UCSC Genome Browser was created by the Genome Bioinformatics Group of UC Santa Cruz.
Software Copyright (c) The Regents of the University of California. All rights reserved.

genome assembly position search term
X. tropicalis : | | Aug. 2005 (JGI 4.1/xenTro2) * | SCHﬂD'd_2?1555,941-5?3,3?4 enter position, gene symbol or search terms submit
Clickheretor ser interface settings to their defaults.
track search add custom tracks track hubs configure tracks and display

Click “add custom tracks”



Add track to browser

Paste track url in here Go go go!
\ \
Add Custom Tyacks
clade | vertebrate | genome | X.tropicalis :+ | assembly | aug. 2005 YicI 4.1/xenTro2) ¢ |

Display your own dgta as custom annotation tracks in the browser. Data must bk formatted in BED, |
VCE, broadPeak, narrowPeak, or PSL formats. To configure the display, set tradk and browser line :
can be provided via qnly a URL or embedded in a track line in the box below. Pplicly available cus

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

\

| Clear |




You’ll see this now

Manage Custom Tracks

genome: X, tropicalis assembly: Aug. 2005 (JGI 4.1/xenTro2) [xenTro2]

Pos | >
|[H3K27me3_animal_ChlP-seqg_st10-12|H3K27me3_animal_ChlIP-seq_st10-12|wiggle_0 scaffold_163: O | 45 to genome browser II

| go to table browser |
| go to variant annotation integrator |

Go to browser



Click “my data” to add
more tracks the same way

Genomes Genon, ™ Browser Tools Mirrors Downloads My Data View Help About Us

Track is here

NCSC Genome Browser on X. tropicalis Aug. 2005 (JGI 4.1/xenTro2) Assembly

scaffold_163:520,000-680,000 170,001 bp.

enter position, gene symbol or search terms ‘ | go |

Fcale 58 kb| | xenTroz
scaffold_163: | Sze,ee8| S40,088] sS5oMgel sSee,eee|l  s7e,eesl  sSsae.ses|l  Sos,eee]  cea,eesl  G1e,mes|  c2e,esel 630,008  F4e,eee| e65e,eeal  e5e,ees|  &78,8e8l  ese,esal

Gap Locations
Gap | 1 i | i = |
Human Froteins Mapped by Chained tELASTH
HOxDS

HOXD1 HO=DS B HOXD4 HO®D11 HOXD1S -l MEHTH
HOEDE 4 HOXALE | HOXC1E |
HO®O1 & -4l
Moh-#, Tropicalis Refieqg Genes
MU= Hoeds g} Jb Mus Howo1l wdf Mus Hoxdls ]
HENOPpUS ©2FE |4 14
senopus hoxdl g Rattus HoxdsS HenopUus hoxos mh Mus Howdl g == Gallus HOXDLS -
25 1mo hoxatlas H Mus HowdS HH &3 1mo hed4a B Gallus HOEDS B Homa HOXDL & - Homa HOXDLE b=
Rattus Hoxol H RENORUS hoxd3 Ratrtus Howdls -
HMu=s Hoxdl H Danio hoxd3a H Gallus HOXD4 H Homa HOXDS B Rattus Howdl e ffi Henopus hoxdlE
B e i i o i e P i 0l o 8 fod il i e i [ttty 14 {200 i sl TR ) e i M

Also in ‘my data’ you can save sessions to keep
the same tracks for later so you don’t
have to keep reloading them. Very useful.



Data from other sources

* You pretty much follow this for everything.

o After the course, you know how to map with
bowtie2 and can download fastgs and map
those yourself if you want, or just use the
wigs/bedgraphs from somebody else



Data from other sources

NCBI geo often has wig or bedgraph files. Can
also get fastq and align yourself

JCSC has some nice collections:
http://genome.ucsc.edu/cgi-

bin/hgHubConnect?db=hg19

Also encode project:

http://genome.ucsc.edu/ENCODE/dataMatrix/
encodeDataMatrixMouse.html|



http://genome.ucsc.edu/cgi-bin/hgHubConnect?db=hg19
http://genome.ucsc.edu/cgi-bin/hgHubConnect?db=hg19
http://genome.ucsc.edu/ENCODE/dataMatrix/encodeDataMatrixMouse.html
http://genome.ucsc.edu/ENCODE/dataMatrix/encodeDataMatrixMouse.html

Data from other sources

Epigenetics roadmap:

http://www.ncbi.nlm.nih.gov/geo/roadmap/e
pigenomics/
Yeah, there sure is a lot there. Click on

experimental matrix and you can click on
samples that take you straight to browser.

Each one, right-click track, get url, paste into
UCSC custom tracks. Some have direct links

too.



http://www.ncbi.nlm.nih.gov/geo/roadmap/epigenomics/
http://www.ncbi.nlm.nih.gov/geo/roadmap/epigenomics/

Human fetal brain from roadmap

4E Humarn, ferminal mateix, individual HUFGHMEl, fetus @ HIK4meS
GEMTRE999
H_
2 . Human, kBrain, ihdividual HUFMSCHE2, fetus @ HIK4mesS
GEMSRE9SS
8 - - e
45 _ Human, ferminal mateix, individual HUFGME2, fetus @ HIK4meS
GEMSRE948
H_
I Humah, kBrain, ihdividual HUFMECE1, fetus @ HIK4mesS
GEMSRE9435
H_
HEEt Genes (FEefZed, GenBank, CCDE, REfam, TEMA=s & Comparative Genomics)
UCSC Genes e —




Data from other sources

e Just remember the labs making these data are
real factories. They’re pretty good at it but
don’t have questions in mind, conditions and
samples might be suboptimal. They also like
cell lines because they can get lots of material.

e Have fun, there is a lot to discover. Good luck!



	Present for Sally	
	How to see Gert’s data on UCSC
	How to see Gert’s data on UCSC
	How to see Gert’s data on UCSC
	How to see Gert’s data on UCSC
	Slide Number 6
	How to see Gert’s data on UCSC
	How to see Gert’s data on UCSC
	So go to UCSC trops
	So go to UCSC trops
	Get the track links from Gert’s site
	Go back to the UCSC browser for trops v4.1
	Add track to browser
	You’ll see this now
	Slide Number 15
	Data from other sources
	Data from other sources
	Data from other sources
	Human fetal brain from roadmap
	Data from other sources

