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Exercise 1

1. Alignment summary statistics

Reads:
Input : 1000000
Mapped : 947951 (94.8% of input)

of these: 126745 (13.4%) have multiple alignments (1 have >20)
94.8% overall read mapping rate.

1.1. 947,951 reads mapped onto hg38

History

38: Tophat2 on
siLuc2 1000000:

accepted hits

37: Tophat2 on
siLuc2 1000000:

36: Tophat2 on
siLuc2 1000000:
deletions

35: Tophat2 on
siLuc2 1000000:
insertions

34: Tophat2 on
siLuc2 1000000:

align summary
5 lines

@K

format: txt, database: hg38

1.2. 13.4% of these reads have multiple alignments




Exercise 1
2. Splice junctions

1 2 3 4 5 6 7 8 9 10 11 12 History <Rl
track name=junctions description="TopHat junctions”
chrl 15015 15822  JUNCO0000001 1 - 15015 15822 255,0,0 2 23,27 0,780 39 siMitts fasig AR
chrl 18337 18521 JUNCOO0000002 1 - 18337 18521 255,00 2 25,25 0,159 38: Tophat2 on ® & %
chrl 18337 24758  JUNCO0000003 2 - 18337 24758 255,00 2 29,21 0,6400 siLuc2 1000000:
chrl 18337 195283  JUNCO0Q000004 2 - 18337 195283  255,0,0 2 29,21 0,176925 accepted hits
chrl 18354 18947  JUNC00000005 1 - 18354 18947 2550,0 2 1535 0,558 e ®lZ|x
chrl 164755 165897  JUNCO0000006 1 - 164755 165897 255,00 2 36,14 0,1128 siLuc2 1000000:
chrl 188860 189044  JUNCO0000007 1 - 188860 189044 255,00 2 25,25 0,159 splice junctions
chrl 188860 195283  JUNCO0Q000008 2 - 188860 195283  255,0,0 2 29,21 0,6402 22,123 regions, 1 comments
chrl 523351 524493  JUNCO0000009 1 - 523351 524493 255,00 2 3614 0,1128 formatabase: hg38
thickStart thickEnd itemRgb blockSizes blockStarts
Start End Name Score Strand blockCount (relative to chromStart)

Each junction consists of 2 connected BED blocks -
Each block is as long as the maximal overhang of any

) read spanning the junction
Number of alignments g 9mel

spanning the junction

2.1. Splice junctions provided in a BED file




EXxercise 1
2.2. Splice junctions visualization

m Galaxy
= Download splice junctions BED file

1 2 3 4 5 6 7 8 9 10 1 | History <&
track name=junctions description="TopHat junctions”

chrl 15015 15822 JUNC00000001 - 15015 15822 255,00 23,27 0,780 A9 siMit st @ x
chrl 18337 18521 JUNC00000002 - 18337 18521  255,0,0 2525 0,159 38: Tophat2 on =7k
chrl 18337 24758  JUNCO0000003 - 18337 24758  255,0,0 29,21 0,6400 siLuc2 1000000:

chrl 18337 195283  JUNCOO000004 - 18337 195283  255,0,0 29,21 0,176925 accepted hits

chrl 18354 18947  JUNCO0000005 - 18354 18947 255,00 15,35 0,558 37: Tophat2 on P~
chrl 164755 165897  JUNCO0000006 - 164755 165897  255,0,0 36,14 0,1128 siLuc2 1000000: =

chrl 188860 189044  JUNCO0000007 - 188860 189044  255,0,0 25,25 0,159 splice junctions
chrl 188860 195283  JUNCO0000008 - 188860 195283  255,0,0 29,21 0,6402 22,123 regions, 1 comments

chrl 523351 524493  JUNCO00000009 - 523351 524493  255,0,0 36,14 0,1128 format: bed, database: hg38

chrl 765211 766342  JUNCO0000010 - 765211 766342  255,0,0 36,14 0,1117

Log: tool progress

chrl 805866 808598 JUNC00000011 - 805866 808598 255,0,0 25,25 0,2707 e
chrl 945098 945566  JUNCO0000012 945098 945566 255,00 48,49 0,419
chrl 946261 946426  JUNC00000013 - 946261 946426  255,0,0 25,25 0,140 [2016-09-09 10:29:37)

Beginning TopHat run (v2.0.13)

W e W W NN 0 e N e e NN e e
|
NONNNNNNNRNNRNRNNRNRNNRNNNNNNN

chrl 946527 948172  JUNCO0000014 - 946527 948172  255,0,0 18,42  0,1603

chrl 952095 952449  JUNCO0000015 - 952095 952449  255,0,0 4438 0,316 [2016-09-09 10:29:37] Checking
chrl 953857 954034  JUNCO0000016 - 953857 954034  255,0,0 35,31 0,146 for Bowtie

chrl 963227 963360 JUNC00000017 + 963227 963360 255,0,0 26,24 0,109 Bowtie version: 2.2.4.0

chrl 1047655 1047810 JUNC00000018 + 1047655 1047810 255,0,0 32,35 0,120 Lz,(rlég—og—og 10:29:37] Checking
chrl 1049017 1049254 JUNCO0000019 + 1049017 1049254 255,00 42,19 0,218

chrl 1050011 1050256 JUNCO0000020 + 1050011 1050256 255,0,0 26,24 0,221

chrl 1051616 1051748 JUNC00000021 + 1051616 1051748 255,00 29,21 0,111 < Lt Ak
chrl 1051790 1053777 JUNCO0000022 + 1051790 1053777 255,00 25,25 0,1962 Download LRI

chrl 1054512 1054850 JUNC00000023 + 1054512 1054850 255,00 39,27 0,311 display with IGV local Human hg38

m GV

m Select the appropriate genome assembly (hg38)
m File 2> Load from file and choose the downloaded BED file




EXxercise 1
2.3. Splice junctions visualization

Human (hg38)

Goﬁ’< b@l

pP36.21 p351 p33 p3l3

p223 p211 pl2 ql2 q21.2 q241 q253 q321 q41 q423

- 27 kb -
60 kb 7 970 kb 7 980 kb
| | | | | |
—
Gene
PARK7
junctions —Y. N ¥~ - ™




EXxercise 1
2.3. Splice junctions visualization

m GV

Human (hg38) s chrl & chrl:7,959,654-7,987,282 Go Bt « » @

p36.21 p351 p33 p3l3 p223 p211 pl2 ql2 q21.2 q241 Q253 q321 q41 q423
. O @) junctions
* Hovering the mouse  JuNcooo00217 -

| over a junction will chrl: 1977738794893 :

—— - - - - -

T T - -h
PARK7 !
junctions e ¢ ' \~ = T ™

m BED file on Galaxy

chrl 7977689 7984937 JUNC00000217 + 7977689 7984937 255,00 2 49,44 10,7204

7977689+49 = 7977738 : junction start position
7984937-44 = 7984893 : junction end position

Gene S

- 24 alignments span the junction that joins the last 2 exons of Park7 gene




Exercise 1
3. Alignment visualization

. Galaxy 38: Tophat2 on @ &S %
. siluc2 1 :
3.1. Tophat2 provides an T
alignment in BAM format fo’,‘;mbase: hass
3.2. Download this file together Log:toa progress
with the corresponding index o
. . [2016-09-09 10:29:37) Beginning
(in the same directory) Topdiaz i (42.0.23)

[2016-09-09 10:29:37) Checking
for Bowtie

Bowtie version: 2.2.4.0
[2016-09-09 10:29:37] Checking
for Bo

4 < £ Download dataset

D load .
wmeRt N\ Download bam_inde

Download t

S —

m GV

m File 2 Load from file and choose the downloaded BAM file




Exercise 1
3.3. Reads aligned on a splice junction

Human (hg38) s chrl s chrl:7,977,506-7,985,695 Go Ft <« » @ [0 = 2 | oo
p3 p36.12 p351 p341 p322 p3l.2 p223 p21.3 pl33 pl2 ql2 q21.1 q22 q241 q25.2 q31.2 q32.2 q41 q42.2 q
8173 bp
7 978 000 bp 7979 000 bp 7 980 000 bp 7 981 000 bp 7 982 000 bp 7 983 000 bp 7 984 000 bp 7 985 000 bp
| | | | | | | | | | |
Galaxy9{Tophat2_on_siLuc2_1d |© ¥
§0__accepted_hits].bam Coveragq | |
: @) @® Galaxy9-[Tophat2_on_siLuc2_100000_ accept... : 0 I
T Read name = HWI-ST1136:225:HS140:8:1108:17524:95636 i
= —Read length = 50bp i
0 B i
0 —{Mapping = Primary @ MAPQ 50 i
] ——Reference span = chrl:7 977 725-7 984 929 (-) = 7 205bp
I s o > CIGAR : 14M7155N36M
== ——{Clipping = None
B M Intron length :
(Galaxy9{Tophat2_on_siLuc2_10 = Lo?auon = ;hrlr.j 977 736 g
§0__accepted_hits].bam ] E‘}f_i?__((-zi_?_\j—j! 7984893 = 7977738 = 71 55
- XG =0 |
il NH = .
il XM =0 L |
i ~ X0=0 L |
7 ~AS=0 E |
il —IXS=+ E |
n -
[ l ]
[ | :
Gene —. > > > > > > > > > > > > > > > > > > > > > > > > > > > > —
PARK7
Ijunctions = — —— 1




Exercise 1
3.4. Visualization of strand specificity

Right click on BAM file - Color alignments by - read strand

Human (hg38) B w2 B} chr12:55,954,070-55,972,885 Go Y <« » @ [ = 2 | = RERERNATAAN] A e
p13.32 pl13.2 pl123 pl21 pl1.22 plll ql2 ql3.11 ql13.13 ql4.1 ql4.3 q21.1 q21.31 q21.33 q23.1 q233 q2412 q24.22 q2431 q24.3
18 kb
1 kb 55 956 kb 55 958 kb 55 960 kb 55 962 kb 55 964 kb 55 966 kb 55 968 kb 55 970 kb 55972 kb
| | | | | | | | | | | | | | | | |
xyd{Tophat2 Pl
__accepted ].bam
! 1
i 1l
l 11
i
i
1
y9-{Tophat2 i
__accepted_hits] ].bam }
i
i
i
1
1
[ IHI T
L. L HH < mm 41 B 1 mfl Hi 1
PMEL CDK2

The library has been prepared with a directional mMRNAseq protocol
which retains strand information :
all reads are in the opposite direction as the transcribed strand




Exercise 1
3.5. Visualization of a deletion

® O @ Gal.
chrl6:2 771 988

s chrl6 ¢ chrl6:2,771,968-2,772,008 Go Ftr <« » ¢Total count: 0

S =

Human (hg38) <
A0

1 e W T | |
p13.12 pl23 piz2  pial pil2  plll qi1.2

p13.3 p13.2

21 q22.1 q22.3 q23.1

san
coo
=2

q

2

2771970 bp 2771980 bp 21 e

® O @® Galaxy9-[Tophat2_on_siLuc2_100000__accep...

' ' : ADEL: 15

INS: 0 Read length = 50bp

alaxy9-{Tophat2_on_siLuc2_1( ©-19 - -
e rivenconesl pmm R R R A e e i = rimary @ wapo 50
Rglere. 6:2 771 947-2771 997 (+) = 51bp

Location = chr16:2 771 986
Base =G @ QV 37

‘ophat2_on_siLuc2_1q
accepted_hits].bam

[equenoe -
ene
TCEB2

15 reads aligned with a deletion at position chr16:2,771,988

Read name = HWI-ST1136:225:HS140:8:1116:7467:18408




Exercise 1
3.6. Visualization of multiple mapped reads

Right click on BAM file - Color alignments by - tag > NH

Human (hg38) B o7 B chr7:5,527,036-5,530,735 Go £t « » @ [ = 2 | Sl [+

p22. p21.2 p15.3 pl43 pl4.l pl123 pll1.2 ql1.21 ql1.23 q21.11 q21.13 q22.1 q31.1 q31.31 q32.1 q33 q34 q35 q36.2

3694 bp

) bp 5 528 000 bp 5 529 000 bp 5 530 000 bp
| | | | | | |

Galaxy26-[Tophat2_on_data_21 A4
cepted_hits].bam Coverage I

Galaxy26-{Tophat2_on_data_21

cepted_hits].bam Junctions v \-/ \-_——-"'"
|| || | | | |
| | [ |
| - l |
| [ I |
| | '
| | | l |
[ [ | 1 I |
Galaxy26-{Tophat2_on_data_21 . | | || i
cepted_hits].bam | | = | | | ! [
| |
| [ [ I l
| [ l [
[ | | I |
[ - | I |
E I | |
. i | [ |
[T ] L 1 i [
G ———— e I < < < —
ACTB

Number of reported

1 . . .
alignments 5 There are multiple aligned reads on this gene

A W




Exercise 2 - Question 1
Proportion of mapped reads in all samples

Galaxy : Shared Data - Data Libraries - CNRS training
RNAseq - alignment - align_summary :

Name Tophat2 on siLuc2: align_summary Name Tophat2 on siLuc3: align_summary
Reads: Reads:
Input : 43672265 Input 46565834

Mopped : 42797297 f input) Mopped : 45633110 , input)

L. .. of these: 6838755 (13.2%) have multiple aligrments (861 hove >2@)
of these: 582952 (13.€%) have multiple aligrments (1132 have >28)

98.9% overall recd mapping rate.
98.@% overall recd mapping rate.

Name Tophat2 on siMitf3: align_summary Name Tophat2 on siMitf4: align_summary
Reads: Reads:

Input : 43983979 Input © 51348313

Mapped : 43048694f input) Mapped : 5831765 input)

of these: 5763991 (13.4%) have multiple aligmrments (765 hove >2@) of these: 6826164 (13.6%) have multiple aligrments (643 hove >20)
97.9% overall recd mapping rate. 98.@% overall recd mapping rate.

—> This proportion is high and consistent across samples




Exercise 2 — Question 2

IGV : File 2> Load from file and select the 4 tdf files
Select all tdf tracks = Right-click - Group autoscale :

- |GV automatically adjusts the Y scale to the data range currently in

view (this scaling continually adjusts as you move)
—> all tracks are on the same scale

Human (hg38) B e B chr2:208,235,319-208,255,084 Go Tt <« » @ [0 = 2 | g =N
p25.2 p243 p23.3 p223 p21 p16.2 pl5 pl133 pl12 pl1l.2 qll.1 ql21 ql3 ql4.2 q21.1 q221 q23.1 q24.1 q24.3 q31.2 q32.2 q33.1 q34 q35 q36.2 q37.1
19 kb
208 236 kb 208 238 kb 208 240 kb 208 242 kb 208 244 kb 208 246 kb 208 248 kb 208 250 kb 208 252 kb 208 254 kb
| | | | | | | | | | | | | | [ |
kiLuc2_alignment.bam.tdf - I I I ' _d l h . . I l 1
1265¢
kiLuc3_alignment.bam.tdf I I I n . h l . I ‘ l ]
654
FiMitf3_alignment.bam.tdf
thisheslin al 'Y An B M F A F
EiMitfd_alignment.bam.tdf -
ambtehaths al - A . - F A F |
I ] | i L ] . B e
IDH1

Idh1 is under-expressed in siMitf samples compared to siLuc ones




Exercise 2 — Question 3
Alignments visualization

IGV : File & Load from file and select the 4 BAM files

Human (hg38)

a chr7

_B chr7:5,526,552-5,531,189

Go

fr «

» @0 & 2 |

Sl

plad

p12.3

pIL2

qiT21

al1.23

5527 000 bp

5528 000 bp

q21.12

a2l3 222 q3l1  q31.31

a32.1

q33 q34 q35

436.1

4630 bp

5529 000 bp
|

5530 000 bp

5531000 &

siLuc2_alignment.bam Coverage

siLuc2_alignment.bam

siLuc3_alignment.bam Coverage

siLuc3_alignment.bam

siMitf3_alignment.bam Coverage

siMitf3_alignment.bam

siMitf4_alignment.bam Coverage

siMitf4_alignment.bam

Gene

ACTB




Exercise 2 - Question 3

Click and drag to define a window around the last exon to zoom in

Human (hg38) B e / B chr2:208,235,302-208,254,982 Go it « » m o= =2 | o =

. Click and drag to zoom in. 19 kb

208 236 kb 208 238 kb 208 240 kb 208 242 kb 208 244 kb 208 246 kb 208 248 kb 208 250 kb 208 252 kb 208 254 kb
| | | | | | | | | | | | | | | | | | |

kiLuc2_alignment.bam Coverage

piLuc2_alignment.bam |

EiLuc3_alignment.bam Coverage

piLuc3_alignment.bam |

EiMitf3_alignment.bam Coverage

FiMitf3_alignment.bam |

EiMitf4 _alignment.bam Coverage

4
EiMitf4_alignment.bam i

JDH1 ——

Arrows indicate annotated transcribed strand

ene




Exercise 2 - Question 3

B You can see a nucleotide difference in green
m Click and drag to zoom in around this position

Human (hg38) B @ B chr2:208,236,119-208,237,374) | Go « » @O =2 | g [+

P51 p24l p231 p220  pl63 z B Z aid2  q2ll  q222 q233

1254 bp

208 236 200 bp 208 236 400 bp 208 236 600 bp 208 236 800 bp 208 237000 bp 208 237 200 bp 2
| | | | | | | | | | | |

siLuc2_alignment bam Coverage

siLuc2_alignment.bam |

siLuc3_alignment.bam Coverage

siLuc3_alignment.bam |

SiMiti3_alignment.bam Coverage

siMitf3_alignment.bam |

siMitf4_alignment.bam Coverage

siMitfd_alignment.bam | | | |

Sequence -
Gene ‘
INH1




Exercise 2 - Question 3

m In the location chr2:208,236,587 :
= Ain 100% of the RNA-seq reads, C in the reference genome

Human (hg38) B e B chr2:208,236,567-208,236,606) | Go T <« ) . . SiLUC2 alignment bam
‘ ‘ p25.1 p241 p231 p221  pl6.3 pi5  pl32 pil.2  qll.2 ql3 qld2 q21.1 Chr2:2()8 236 58‘7

Double clickona o | — - 7‘Tmal count: 329
e — A 5329 (100%, 327+, 2-)

position to zoom in O |

=

G:0
c2_alignme [’ -
:T:0
. .
ic3_alignment.bam Co -
c3_alignme:
G
iment.bam Cove:
nmen
c
iment.bam Cove:
G
siMitfd_alignment.bam (5
eeeeee = =|[A A C ACATTTGAGTTGC CATCTLCGCCTALTCTTCGTTCCATGTCATG T




Exercise 2 — Question 4

Exon numbers are provided on annotation track

Human (hg38) B chno K chr19:3,975,438-3,985,925 Go Ft « » @ [ = 2 | i
:I;—:-:I:P—CI:__:_ ||
pis. p13.2 pi3i3 JERS! piz_ pli qiZ  qi3il ql3.13 qi3.31 q13.33 qi342
10 kb
3 976 kb 3978 kb 3 980 kb 3 982 kb 3 984 kb 39
| | I I I | ! | I
siLuc2_alignment.bam Coverage b i { ‘ ‘ ‘ }
|
siLuc2_alignment.bam l
i
siLuc3_alignment.bam Coverage Ty b Ai l q ! T
siLuc3_alignment.bam :
1
T Ol 00 Gene
. . Gene I EEF2
s EF 2 chr19:3976056-3985463
—=hr19:3976056-3985463 : 1id = NM_001961
awid = NM_001961 TR T
-------------- | xon number: |1
*“Exon number: 13 . }
- T E— s

Gene ‘ ‘ EEF2




Exercise 2 — Question 4

m Eef2 exon 11

Human (hg38) s chrl9 $  chr19:3,979,325-3,979,437 Co Bt « » @O = 1 | =R
| I T e ——em@l T I DN I
pi33 p13.2 pI313 pl3.12 pI3I1 pi2 pl1 q11 a2 CTEAYY q13.12 q13.2 qi331  q13.32 qi333 q13.41 qi34z q13.43
113 bp [ ] ® siluc2 alignment.ba.. — o]
3979 340 bp 3979 360 bp 3979 380 bp 3979 400 bp [Ch”()j 979 410
1 ! ! 1 ! 1 ! ! I40!;1[ count: 1673 1
:2(0%,2+.0-)
C:1(0%, 1+.0-)
uc2_alignment.bam Coverage G : 1670 (100%. 1668+, 2- )
G N:0
uc2_alignment.bam g
G G
c P
uc3_alignment.bam Coverage l
G
uc3_alignment.bam G
G
Cc G
itf3_alignment.bam Coverage I
G
itf3_aignment.bam g
G
itf4_alignment.bam Coverage I
G
G
itfa b
_alignment.bam -
G
quence =| TCACCTTGATGGGGATGCAGGCGTGGTCCTCCTCCAGGTCCTTCAGGCAGATCTCCAGGTGCAGCTCGCCGGCGCCCGCGATGATATGCTCTCCCGACTCCTCGATGATGCAC
G G 3 G S E 3 | | (s
= EEF2




Exercise 2 — Question 4

m Eef2 exon 13

] I B I | | T
pi33 p13.2 pI3I3 pl3.a2 pI3a1 piz pl1 atl a1z qi3a1 q13.12 q13.2 qi331  q13.32 qi333 q1341 ai342 q1343
@® © @ siLuc2_alignment.ba... ~
(chr[9:3 977 488 4
3977 440 bp 3977 460 bp 3977480 bp 977520 bp 3977 540 bp 3977 560 bp 3977 580 bp 3977 600 bp

| 1 1 | | | | ﬂotal count: 1624 | | | | | 1 1 | 1 1
1 (0%, 14.0-)
:0

O—— v

Luc2_aignment.bam

G: 1623 (100%, 1622+, 1- )

Luc3_alignment.bam Coverage

Luc3_akignment.bam

6000

Miti3_alignment.bam Coverage

G
G
Mitf3_alignment.bam .
G T
Mitf_alignment bam Coverage I
GG c
Mitf4_alignment.bam 6 c
¢
c &

equence -




Exercise 2 — Question 5

Human (hg38) B o B chr19:11,574,419-11,579,443  Go Bt « » @ [0 = 2 | e =
— —
pl133 pl13.2 p13.13 pl3.11 pl12 pll ql1 ql2 ql3.11 ql13.12 ql13.2 ql13.31 ql3.33 ql341 ql343
5016 bp
11 575 000 bp 11 576 000 bp 11 577 000 bp 11 578 000 bp 11 579 000 bp

siLuc2_alignment.bam Coverage

‘—‘—*i—f/e

bam Junctions

siLuc2_|

This junction is not in
Refseq annotations

siLuc3_alignment.bam Coverage

t.bam Ju

siLuc3_alig

———y ' »

/

v

siMitf3_alignment.bam Coverage

siMitf3_alignment.bam J

siMitf4_alignment.bam Coverage

siMitf4_alignment.bam J

Gene




Exercise 2 — Question 5

m File 2 Load from file and select Ensembl annotations
(Homo_sapiens.GRCh38.85.sorted.gtf)

m Right click on Ensembl annotations track and select Expanded

Human (hg38) B chro B chr19:11,574,603-11,577,848 Go Ff <« » @ [0 = 2 | Sl [+
I —— I ——:—:—:ﬂ
pi3il pi2 pll  qil qi2 qI311  q13.12 q13.2  qi331 qi333 ql341 q1343
3240 bp
11 575 000 bp 11 576 000 bp 11 577 000 bp

—-—

nnnnnnnnnn

-—

'
siMitf3_alignment.bam Junctions
siMitf4_alignment.bam Coverage /

'
siMitfd_ bam Junctions

Homo_sapiens.GRCh38.85 sorte, ‘ -
f %

This junction is in Ensf embl annotations




Exercise 2 — Question 5

m To modify the display of splice junctions :
= View - Preferences - Alignments

~Splice Junction Track Options

| Show flanking regions Min flanking width: 2 Min junction coverage: 5

. Example with a minimum junction coverage of 20

Human (hg38) B o B chr19:11,574,455-11577,996 Go B < » @ [ ® 2 | B &=

llllll 12 311 q13.12 q13.2 q1331 ql13.32 q1333 q1341 q1342 q1343
bp
575 000 bp. 576 000 bp 577,000 bp. 571
] ] ] | ] ] 1
12, mer Cover
L S —— “w ‘- —
AR
1
e — “w ‘- —
iMitf ime Co
e S — w —
Mt )nment. Co
<< ] HREEEEEE <kl < IR
<< ] HREEEEEE Kl KRR
ACP5
<< ] HREEEEEE Kl R
ACP5
<< ] HEEEEEEE Rl < BRI < ————
CP5




Exercise 2 — Question 5

m Sashimi plot

Elvreeereeeee g [+
- 108 siLuc2_alignment.bam
| P T VHEE AR N -
cu.j : s 1)
(_'_w 3_alignme!
| Y Y s vV THE AR N -
iMitf3_alignme
[ R dore, — e adiby T e -
N —_— D = E——— . S
107, iMitf4_alignment.
Ras bbb, —— —deadiby T e -
115714252 11575931 11577610 11579289
I S . . e
I S < N
I S . T T
I S s < | ———
— - -
> > | . .
| < - |
—— I
|
-~ L < <
L 4

=>» Very useful to quickly screen differentially spliced exons

along genomic regions of interest (more accurate with paired-end data)




Exercise 2 — Question

6

File = load from file and select
siLuc2_other_protocol alignment.bam

m e.g./dh1 gene

m Right-click on BAM file = Color alignments by - read strand

P252  p243 p241 p232  p222 p2l ple.2  pi5  pI33  pl2  pii2 qild ql2l qi3  qi42 qZT1  q221 q22.3 q241  q243 q311  q313  q322 334 a34 q35 q36.2 q371

19 kb

208 236 kb 208 238 kb 208 240 kb 208 242 kb 208 244 kb 208 246 kb
| | | | | | | |

208 248 kb 208 250 kb 208 252 kb
| | | | |

208 254 kb
|

iLuc2_alignment.bam Coverage

jLuc2_alignment.bam

iLuc2_other_protocol_alignment]

lam Coverage L

LT Il ] ik ARRTRRRINNNn RUTnnn

’ | I 000 0 AERRnnn i e

LTI it il |

iLuc2_other_protocol_: OIS [ il { [} ]
e LT I I
1 I |
i il
|

|
|
|
|
|
|

i
|

n | H I
I I il i
] : | | | 2 ] +
IDH1
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Exercise 2 — Question 6

me.g. /[dh1-as1 gene

208 255 300 bp 208 255 400 bp 208 255 500 bp 208 255 600 bp 208 255 700 bp 208 255 800 bp 208 255 900 bp 208 256 000 bp 208 256 100 bp 208 256 2§
| | | | |
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—> This protocol is not directional (it does not preserve strand information)




