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What is IGV @Q;iﬁ';t:f

A desktop application for integrated visualization of multiple data

types and annotations in the context of the genome
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IGV Features ;“;f;a:itf-

Viewer

« Supports integration of diverse data types, including microarray,
next-generation sequencing, and sample annotations.

+ Allows loading from local files, the web, or DAS servers.
« Scales to very large datasets on standard desktop computers.

« Enables easy integration of investigator-generated datasets with
public annotations and datasets hosted at the Broad and
elsewhere.

« Supports sharing of data over the web using standard http and
https protocols.
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Download genome from Ensembl bacteria database

et

Map reads to genome by CLC

Export the mapping reads file (Sam) | YS'M9 the msc’sllgglnbgyrgﬁccj:s file to find
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View sequence on IGV S — Export SNP file by EXCEL
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Download genome from Ensembl bacteria database Viewer

Map reads to genome by CLC
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Download genome from Ensembl bacteria database
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Download genome from Ensembl bacteria database

Using samtools

b Mu3

BE 109 ': Gl oI T AU LUL SULL i U

AT 2061158 £4 56 5134
- - [t P 56 2043
. — 56443 ¢

526441 ¢

SAM convert to BAM file ¢ i - 2 @8 |

) 54 4M5¢
@ 56,0144 1
- 629437 1

ol S0y 3EB] Gene (oove pott) o5 54
Y E naiied pp' S:I 100
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= 10954AMu3 || oo
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Sort the BAM file EE;{{H Output the sorted BAM file

58 109_R1 (paired) mapping (D1Ps, ALC) &. vy
2109 _R1 (paired) mapping 7 - E 55 64,2

2109 _R1 (paired) mappinsgd W 5 57743
\ 55 5144
""" ALIEEL D @ wEEW: |10

i THFEARRY

Index the BAM file = @ Output the index BAM file

£ 3550
3656

0,

i R 4220 TPequence Comma separated values {cav) 449 5701431
] 2482 4226 1Tsb delimited toact { bt 461 56243
E 4032 iggg |Table Comma separated values {osv) j;i fgljl';u'

H 1zip tile {zip) - -
T 4024 4611 el 516 5781421

mLES 4Na 4640 4640 NP i Tid 3274220 547 50640



b Integrative
Genomics
Viewer

Download SAM file : http://163.25.92.70/class

SAM convert to BAM file

samtools view —bS (SAM) —T (Reference) —o (BAM)
ex : samtools view —-bS demol.sam —T SAmu50EDbl.fa
—0 demol.ham

4

Sort the BAM file

4

camtnnlec enrt
GDCAITILVU VIO OVUI1 L

\ )
Y, ! y)
ex : samtools sort demol.pam demol.sorted

Index the BAM file

samtools index (BAM.sorted)
ex : samtools index demol.sorted



,.VS =] | =|oo| | =] = || =[] =] || e =] ] =] B2
[t & | =]
a1 E-=
e
mme L=
o O =
=
ene (B
£s2 =
0> =
=
=
=
=
= = =
L5 F= = &
= =
= T3
= = = =5
= E ==
= = S5 . ==
= == =2
[ e
g == Ex
o S = = 2
= =5 B==
=i i
_i-ww = s =
EER= -
=
==
o = =
Hl = | EECY T = 22 ] =N ] et | =
EM\ﬂkﬁm%mi\ﬂ%wmiﬂ.wwmnﬂL
= | =2 = ] =S| = =l = =] " Wiw.
I E I N R E I R R R R R =
=
B algla
S = = =1 =1 =1 = = = < 1 = = =1 = =
— | = — =] = = = = == | = = = = =]| = | = | 1=
ElE S sEEEEEESEESsSEEEE S EE
mmmmnHﬁLﬁJHHJBhHJMMM%%WM%%%
======2=|=Z2| Z2B|lEZE| S| [ H| === =E|=E|=
Pl el e e e | = | e Pl el e e | |
El=|=ElElasaslalaElaml=Elala|lslaElaElal =] & & &
= e e s e e e e R e e e e e e B ===
“““ = S E e s e e s E EEEEEEl=S
=Sl sSsIEEmlEFHuslsmssaeEsEslslsls=msl=sl=
=== e e S Ew E s s s s s EE ES S E =
=1 =|=| 2| 2 el E|l E| Bl E|l Bl Bl E|l Bl E| Bl B| Bls
=Sl S elssseslss=s5= &8ss\ /53
==l 2| S| S| 5] 2l sl Sl sl 2] 2| 2| =l 2l 2] 2| 2| =

()
(7))
©
@)
©
+—
©
®)
©
-
]
+—
O
©
O
o
=
]
n
C
LL
=
O
| -
Y
@
=
o
c
@
(@)
@)
©
O
c
=
o
)]

- —f =11 | === ==
F=2 =
= = =
=
— 1= = 5 = = &
—| g = =ZF==— 2 0
B — il == ] = oA
=F Ea =E]r s v B E
= = -l”. ‘lm_m m n_.l-am
=% = E = = = B = = B L
= I= = = = = =2 8 s = E B
- = S [= £ = | == E 8 &£ ¥ | ||
= = M | T T I v = g N e e i e B e B B e B
T = =
== =B =y
= =]
P
=B
= =f
] —
= i
= —
—|
=
=
—|
IS =g
= _| <!
= —5
= -
=B
<
| =
=
=
=8
= -
= | )
= —
= =
Y




