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What's New

NEWS December 16, 2009. IGV version 1.4.1 has been
ulmmm i released. See the release notes for details.

{9235 October 29, 2009. IGV version 1.4 has been
released. Highlights of this release include new alignment
track features and a command line utilities package,
igvtools.

Overview

e TIhe Integrative Gelnam‘icsl\l'iawer (IGV)isa
1l high-performance visualization tool for
1w interactive exploration of large, integrated
ISR datasets. It supports a wide variety of data types
and provides easy access to genomes and datasets hosted

by the Bread Institute.

e T S .!!.-!F!.!'.: o

Downloads

Please register to download IGV. After registering,
you can log in at any time using your email

et address.
Funding

Development of IGV is made possible by funding from the
National Cancer Institute and the National Institute of
General Medical Sciences of the National Institutes of
Health.

Citation

To cite your use of IGV, please reference
hitp://www.broadinstitute.orgfigv.

gv

~T| Integrative

Genomics
Viewer


qingyan_guo
矩形


Integrative
Genomics
Viewer

IGV Tak5 &%

AR (i2BRE ) , http://www.broadinstitute.org/igv
=i "Downloads”
FEIRE ST , Mac or window, gf linux

BT RE1T , BiNEELTE)avalzF

Downloads

Please register to download IGY. After registering
J:I_ you can log in at any time using your email
Been address. Permission to use |GV is granted under
the GMNU LGPL license


qingyan_guo
矩形

http://www.broadinstitute.org/igv

IGVISE]]

=¥ ERNOE Z=h r

|4 batik-codec_ V1.7, jar 2014/6/19 22:43 Executable Jar File 173 K
4| goby-io-igv_V1.0ar 2014/6/19 22:43 Executable Jar File 2,070 K
igv.bat 2014/10/10 14:08 Windows ftAHE... 1K
|| igv.bat.bak 2014/6/19 22:43 BAK 3% 1K
|| igv.command 2014/6/19 22:43 COMMAND 244 1K
] igv.jar 201476719273 Executable Jar File 29,398 K
_|igv.sh 201476/19 22:43 | SH =it 1K
| readme.txt ST E TR o i e ] THT 304% 2 K

. igvjar BIGVEIFAIHRITIER (javaieR ) |, B
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do =set BatchPath=

: :Get the current batch file'=s =short path

for in (*0)

for in | } do =set BatchPath=

Jjava —RszUDDﬂ —-Dproduction=true -Djava.net.preferlPv4Stack=t

FE—IREaE , FHANXAYRIERS ( notepad + ) {224
IGVERRNREFEXR ( XBREIREN3G) ;

®17 , ARG RTEIgv.bat , [BEIIGV,
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Manage Genome List...

FefSeq Genes

k. L L‘-.I-I-.L.‘ll‘.l._-.-u

baumannii str. ATCC -

gambia (Pest AganP3)
nidulans (41)
thalizna (TAIR 10)

baunannii str. ATE ‘

o
[

A thaliana (TAIR 9)

Aplysia

Autographa californica NPV

B. pertussis (Tchama I NC_002929.2)
Bacillus Subtilis str. 188

theliana (TATR 8) L

Banana (M. Balbisiana PEivwl)

Banana (Musa acuminata)
C. slbicans

C. elegans (W5201)

C. elegans (M5220)

C. elegans (celd)

C. elegans (eed)

. eleganz (ce6)

€ swaigmi (2.1 reftics)

DDuvmluarl Sequence

=il
iz}

, AJLUGEE T
/—".:.\7J<5F‘é\ XK.

N

V<

Nt

1XA5

K=

XHRER | BAE D) | (B
D

RTUVIED |

16


qingyan_guo
矩形


SEANBETEERARBREER
élj EIJ"&%

enomes  View

A thaliana (TATR 100 Go| BY < » & @l = 2 =

25 B A4 R

>

W

Ge i g 5 A X [R] AR BR A 2.

¥

'jﬁBWM&7

A

\ —
Fi mes ks Regions Tools GenomeSpace Help |X IEﬂ E/‘J*/j_\‘li
& thaliana (TAIR 10) o/ chrt ~ | |Chrl:15, 131, 272-15, 225, 763 6o BT a4 » @ [ = 2

]

/

= 94 kb
kb 14,430 kb 14,840 kb 14,430 kb 14,480 kb 14,470 kb 14,420 kt
| | | | | | |
<] I N s 1 I . ] . 4 4 . /f = .
AT1638330 AT1638340 AT1638360 AT1638390.1 AT1638410.1 AT1638423.1 AT1638 e

17


qingyan_guo
矩形


SASEERE B —EREREHH

HEAABNGE . genomet&T, , —IRFMEE "FRASCEHER"
BIANTENEHIEEEN , #UERZREc\Documents and Settings\user\igv\genom

AZEh1 8IS EERH

T - e

A ez E ER 4
=5 = O R = A

.| hglB.genome 2015/3/31 21:07  GENOME 32!

NRAFEAFIIPREREBSEEIGVEGTREERB ( RASATINERAR
g)  B4aD?


qingyan_guo
矩形

qingyan_guo
矩形


SEHEH—BHIES \Fasta
ETURIIUS

]
EileIGenameslgiew Tracks Regions Tools GenomeSpace Help
Human hgl8 | a1 | |che30078: 77, 626-83, 211 o Bt « » @ [ ® 2
3| (i Load Genome X
TH(D - | data v| o
|
:J | referencefafai
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HIGV User Guide

GFile Formats
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T
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A RIS

NE —
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ElFile Formats

File Extension
Identifies Format
Recommended File
Formats

BAM

BED

BedGraph
bigBed

bigWig

Birdsuite Files
broadPeak

CBS

CN

Custom File Formats
Cytoband

FASTA

GCT

genePred
GFFIGTF

GISTIC

Goby

GWAS

GV

LOH

MAF (Multiple
Alignment Format)
MAF (Mutation
Annotation Format)
Merged BAM File
MUT

narrowPeak

PSL

RES

SAM

Sample Information
chrom.sizes

SEG

SNP

TAB

TDF

Track Line

Type Line

VCF

WIG

7B T R RY
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002 0 ref 9 30 356MiP1I4M = O 0O AAAAGATAAGGATA *
003 0 ref 9 30 SHeM + 0 O AGCTAA =+  NM:i:1
004 O ref 16 30 &6M14NSM ¥ 0 0 ATAGCTTCAGC *
003 16 ref 29 30 &6HSM ¥ 0 0 TAGGC *=  NM:i:0
r0O01 83 ref 37 30 oM = T -39 CAGCGCCAT *
A \
BXAHERK , A2F70E , A—RRS=RESAMER{LE

yS[an
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browser hide all

track name="ColorByStrandDemo"™ description="Color by strand demonstration™

vi=zibility=2 colorByStrand="255,0,0 0,0,255"

chr7
chr7T
chr7T
chr7T
chr7T
chr7T
chr7T
chr7T
chr7T

1274711596
127472363
127473530
1274746397
127475864
127477031
127478198
127479365
127480532

127472363
127473530
1274746397
127475864
127477031
127478198
127479365
127480532
1274816959
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Fos2
Fos3
Fos4
Hegl
Heg?
Heg3
Poss
Heg4

a
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browser hide all

track name=regulatory description="TelelGene (tm)} EREegulatory Regions"™
visibility=2

chrZzZ2 TeleGene enhancer 10000000 10001000 500 + . Ttouchl
chrz2Z TeleGene promoter 10010000 10010100 900 + . touchl
chrzZz TeleGene promoter 10020000 10025000 EB00 - . touchl
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Load from File...
Load from URL...
Load from Server...
Load from DAS...
Load from ENCODE...

A1

P

#1 : Load local file
#2 : Load from URL

#3 : Load from server

(Broad IGV data server,
other data server)

o TMEERIFRIBAM, GFF, TDFESHHEREILIENA ;
« {Bic{EBAM. PLSEHG , FETHIFESA ( E7AIGVEXSa]

LUHER |, (BXJFBAMIX]
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Regions Tools G4

Load from File...
Load from URL...
Load from Server...
Load from DAS...
Load from ENCODE...
MNew Session...

Open Session...

Save Session..

Save Image ...

Exit

A1

P

#1 : Load local file
#2 : Load from URL

#3 : Load from server

(Broad IGV data server,
other data server)

- WNRZERF , STLANIGVEIE M TFEAEXIIER.
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Dﬁ?ailable Datazets

'"Dﬁm.nu:-tatinns thgld)

'"DBreast Cancer (METABRIC) (1)
'"|:|1'he Cancer Genome Atlas (1)
"'D':np;-' Thamber Alterations Across Human Cancers ICD
& [C] ENCODE  (hel8)

. DEP 1geneti O

|:|'ﬂ' 1ms= Ium Chromatin Profiles @
[ 29 Mammals (D

- [[] Body Map 2.0 (T1lumina HiSeq)
DTut igls

- [ U Basies (Encode)

+- [ swp ‘.-’al -:1 tion

- -6
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'"Dﬂrm-:ntatinns (hgld)

- DEreast Cancer (METABRIC) (:_:]

E' .The Cancer Genome Atlas (:_:J

. Dﬂ?srum l::_::l

E} .GEM Subtypes (Verhaak et. al.) (I)

S DSample Information
""" .Segmented Copy Number (Broad Affy 6.0)
""" .Exressmn

-

- DIEGA Broad GDAC r;'f)

[ [T GBM (Pilot Project)

"Dﬂnpy Ihumber Alterations Across Human Cancers (:i:]

] ENCODE  (hglB)

- D Epigenetics G:I

D'ilms Tumor Chromatin Profiles (I}I

“[C129 Mammals (3)

"] Body Map 2.0 (I1lumina HiSeq)
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