\

NI/~

UNC CHARLOITE

College of Computing and Informatics

Integrated Genome Browser

Analyze, Visualize, Share

Fast Flexible Free

i’i’nmul
---lumlﬂ ll-l HH I -
AT1IG31480.1  ssespeees . ATIG31540
R RO MO B IO T SRR

bk g, sl wmm mmmmwmmmmmmm

000000000




Goals

- Stimulate insight, creativity

- Support all aspects of

scientific process - taking notes
> making images

> publishing data
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IGB is a Java desktop application
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Benefits: Simple. Install it. Open files.
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IGB QuickLoad - for sharlng data
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% BioViz - Home -+

¥ bioviz.org/igb C 8 * Google Q

Integrated Genome Browser
Visualization for genome-scale data

Free [ ...
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What is IGB? Where can | get IGB? Questions?

Integrated Genome Browser is an easy-to-use, highly IGB is free and runs on Windows, Mac, and Unix To get help, post questions to the GenoViz Help Forum.
customizable genome browser you can use to view and computers, Visit the IGB download page to Install and Also try searching the IG8 User's Guide, For help with

explore genomic data and annotations, especially run IGB. The source code s hosted In a gt repository at advanced features and programming IGB, visit the IG8
RNA-Seq and ChiP-Seq data sets. BitBucket Jeveloper's Guide

Learn More » Visit BioViz Download Page » Visit IGB User's Guide =

© UNC Charlotte, all rights reserved

v Foliow
Yllll Genoviz s a SOUITRFOrgR project

> git repository hosted on bitbucket
> public issue tracking at jira.transvar.org



What makes IGB
unique?

- fast, fluid animated zooming
- highly interactive

- dozens of features, alternative views,
analytical functions, and more
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Fast, fluid animated zooming
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Many features, many contributors: 2002 - 2014
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IGB ReST-style API

http://localhost:7085/[ parameters]

IGB zooms to new location

(] i imegraced Cenome Beowner 5.1.8
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Welcome to
lntegrated Genome Browser

To get started, choose a genome version using the Current Genome tab

Or click an image below
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Controlling IGB using IGB Links - Dashboard
https://wiki.transvar.org/.. figbman/Controlling+IGB+using+IGB+Links ~

Jan 20, 2013 - Introduction. You can control IGB by embedding IGB links in Web pages.
This is useful when you need to manually inspect a large number of ...

Controlling IGB using IGB ...

IGB recognizes commonly-used
synonyms for a variety of ...

More results from transvar.org »




Spreadsheet with IGB links
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1:27797680:27797863:RI
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Made in R using xlsx

library

description

unknown protein; CONTAINS InterPro DOMAIN/s: Protein of unknown funct
RNA-binding SR protein At-SR30 subfamily SR

Heavy metal transport/detoxification superfamily protein

unknown protein; FUNCTIONS IN: molecular_function unkno
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IGB linked to Galaxy

B

Catary

- wegalavy 00y > ﬂ .

Galaxy is an open sowce, web-based platform for data intessive Hatory o0

— blomedical research, ¥ you are new 50 Galaxy start here or consulk our help 36 CoM Treatment ® /%
assembled wanscrises Integrated Genome Browser
~150.000 lnves

memnzeet Visualization for genome-scale data

1. Click Galaxy History file | =

cuinks v2.1.1
Maks -q - A uodate - Chech 1
Thank you for using IGB!

$000 -F 0.100000 -§ ©.150000 -»
FASTA manipelation

s
Filier and Son

e Running Your Own 5ocw .o

2. Click link

Craph/Display Daca
Regional Variation
Nuipie regression
Nutivariaie Asalysis

Evoletion .

Mot Tools

3. Click Again

© UNG Chariome, o sghts
v il oarves
Nutipie Alignmenty ts - Gnowiz 5 5 SNFTRIONGR Propect
Netagenomic asalyrer . .
Caneme Diversity — e L SO G0
G Gelaxy Project ¢ ) >
NCS TOOLSOX SETA — Galaxy workshops ae J of 89 ahgaments
reasons 10 "Be n Long Beach this
<{ November” BRWTTIILV >
. = I | | |
Cold _
Treatment_ Il I | (N B O I I | I 1] | I O A I (O R Ll
assembled _ _
0 (L LURR R L L U LRIER AU LR LR L IO R R R YL LRI L I A DR (L LR B0 (L I UL B L L O L S LD R R U R DRE (R
transcripts (+)
[ I e 01111 N | N S

B )

4 N\ | TAR10 TR : Z . , : ;
mRNA (+]|-) ‘...: et oo bt ! e . ' ' i oo BRI IR

New Galaxy @ o " e, 11 S SO § 18 Soames mDE B ieme Rt L1118 1R 0 0 SRS B 1 e B8 IR 118 ISR 8 S 80

ELRRL LB R R L L AL L R U LI UL D AR RLLL R LL AL R LA R RLLL L L)

track in IGB oo 0 10,000,000 o 20,000,000 3¢
K j oordinates r M v v

[ [N S — e o g 3 5 ! !/ _______________|]
Cold L REUNIHL R LILRUIARR I 1 S LRNUE BE L LR ALY R MR F W DRI e T o Ry M.
freatment (I Fnrn I || Il Il N I | (I I R | I

assembled
transcripts (<) I ! l !




ave track, choose format

Chromosome 1 (Arabidopsis thaliana TAIR9) - Integrated Genome Browser 8.1.8
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User's Guide

Home - IGB User's Cuide - Confluence -

| E3 Home - IGB User’s Guide - Conf.. | + |

‘ n wiki.transvar.org/confluence /display/igbman /Home & -." Google Q “ n' o .
Dashboard » IGB User's Guide °* Home N G | B Search Confluence
=
Search
o

New in IGB 6.7 IG Home £ Tools ~

Quick Start B
% Introduction &1 Added by Ann Loraine, last edited by Ann Loraine o r 2012 (view change)
+ IGB Anatomy

e https: JIwiki.transvar. org
5 Loading Data About IGB

= Data Sources New sequencing technologies are making it much easier for labs to produce huge volumes of short- and

Adding and Managing Data long-read sequencing data. At the same time, more labs are using DNA microarrays to study expression
Sources pattemns, identify sites bound by transcriptional factors, and explore the epigenome. To understand these new
Creating QuickLoad Sites ). data sets, researchers need to view their data alongside other known features of the genomic landscape.

= File Formats ' The Integrated Genome Browser (IGB, pronounced Ig-Bee) aims to meet this need. First developed at Affymetrix
Converting FASTA to BNIB in 2003 for their tiling array products, IGB provides an advanced, highly customizable environment for exploring
Making BAM Files for IGB and analyzing large-scale genomic data sets.
(RNA-Seq) Using IGB, you can:

Working with .wig files

* View your RNA-Seq, ChiP-chip or ChiP-seq data alongside genome annotations and sequence.

¢ Investigate alternative splicing, regulation of gene expression, epigenetic modifications of DNA, and other
genome-scale questions.

» View results from aligning short-read sequences onto a target genome, identify SNPs, and check

Personal Synonyms alignment quality.

o Copy and paste genomic sequences for further analysis into other tools, such as primer design and

Removing data from a current
session

Creating your own genome version

Species currently recognized by ’
IGB promoter analysis tools.
Saving and sharing data » Create high-quality images for publication in a variety of formats.
Bookmarks Y -~ - -\ - e 3

Powered by Atlassian Confluence 3.5, the Enterprise Wiki | Report a bug | Atlassian News



|GB Gallery
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- Graph
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| ¥ loraine Lab Agile Board - ... | + H H

o

“~ ) & https ,',v'Jura.trainsvar.org,"isecure;Rapldéoa'd‘Jsipa7rapxd\)ne'.~"~z&wew—planm;n
‘,:('"RA Dashboards ~ Projects ~ Issues ~ Agile ~ B B

Loraine Lab Agile Board

Q QUICKFILTERS: David lvory Mason Tarun Ann Tiftany  Only My Issues Recently Updated

< EPICS
2 v Sprint1 15 issues ¢y 16882/ IGBF-32 X
g Al issues Don't replace spaces with underscore characters when
(e) ™ IGBF-87 Dragging and dropping an arrow from the toolbar causes constant scrolling. 1 viewing files from Galaxy.
Technical Debt Reduction &
() ® IGBF-103 Save all the data, not just the current chromosome 2 @ Estimate: 1
Integration with SNpedia & (%] * IGBF-27 Improve right-click menu when users right-click a feature or sequence in IGB display 4
(s) ™ IGBF-67 External Viewer does not work. 2 = Details
Paired End Visualization
H (%] * IGBF-93 Help menu improvements - new link to BioStars, rewording 0.5 e Status: OPEN
Needs Clarification or g I T IGBF-59 Create a Deprecated server list that IGB applies to older user server lists 15 1 Component/s: None
blocked T IGBF-104 Update Jira Configuration with similar "promotion” based au RS- 1eE S E RN 4 ¥ Labels: None
(o) ™ IGBF-62 User can not delete a track that does not contain data via context menu 1 0 Affects Version/s: None
Issues without epics
(¢) T IGBF-58 IGB gives confusing message when adding a duplicate data source and duplicates da! (4 Fix Version/s: None
v,
(¢] ™ IGBF-49 Creating a "Not" track with the coordinates track. (should this be allowed?) When dele! (4 E‘ Epic: Galaxy Server
galaxy.transvar.org
(¢) ¥ IGBF-81 Zoom in and load data message appears even when file can't be loaded 1
(¢] ¥ IGBF-47 Add context menu "copy” to bookmarks right click 0.5 Peculs
(2] ¥ IGBF-30 file choosers should recall the last directory user navigated to 0.5 Reporter: Ann Loraine
(# « IGBF-56 Update circle info icon to have a clear background instead of white background 0.25 Assignee: David Norris
2] ¥ IGBF-43 Remove RELEASES.txt from igb.zip 0.1
15 issues Estimate 14.38 Dates
Created: 13/Apr/14 10:34 AM
o Backlog 47 issues Updated: 10/Jul/14 1:18 PM
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