TOUCAN Tutorial

Muscle-specific genes



File View Get Seq Alignment Motifs Tools Help

Subsequence list

File or ids

Feature list

; Sequence set

‘New GeneList from identifiers

Select a file (1
column of
identifiers) or
type comma-

separated ids

st or ID-file: (DASABEWMUscI#Genes bd

Browse

TIP: Ids can

|ID file

| - |Human

‘ - |HUGO

|5' Upstream CDS |v| bp before: (10000 hp within: |200

be Affy ids

Status

gyallus -~
mmusculus
Add to current list Add (multiple) orthologs: ptroglodytes ||
rnorvegicus =
tnigroviridis |« |
Lok || |
—_— T T
Gene Info ;| Feature Info
Left mouse click on a gene to display info. Left mouse click on a feature to display info.
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Left mouse click on a gene to display info.

Left mouse click on a feature to display info.

Subsequence list : Sequence set
Feature list
.zr

Retrieving sequences from Ensembl

Completed 2 out of 15.

| |

Cancel
T R R A R A A L A A T A L A A R A A T A A A T A A L A T e TR T A At L TR T A R A TR A T

Gene Info ;| Feature Info

L L L A L b b b L L b L L b L L L L L L b b L L L L b L b D o L o8 L A0 L0 o L0 A b o AL S A

Status

Driver loaded (Enaef’nbl - Mus_musculusj
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gy =101 x|

Subsequence list ; Sequence set

Feature list

warning . |

Retrieval and/or parsing problems occurred for;
- homolog for des (ENSMUSGO0000026208) == Gene not found

o L
Gene Info ;| Feature Info

Left mouse click on a gene to display info. Left mouse click on a feature to display info.
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Status

Sequence retrieval done j
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Subsequence Iist} Sequence set CpG Island - Human  Ctil-& &. I\NUVULIOVL UUILI P'Cl olic
: RevCompl Negatives G I F
— enes on negatlve stranc
Cut in pieces
RepeatMasker
1 1300 2600 3800 5200 G500 Ta0o 9100
1 1 1 1 1 1 1 1 =
I T T T T T T T
-9100 -Tano -B&00 -5200 -34800 -2E00 -1300
-------------------------------------------------- | | ] ] ] ] l
T T T T T T T
Feature list
MW CDs B | 4
M FivePrime TR || ENSGO0000104574 T T
M ThreePrimeUT -
M exon B
M gene ENSWMUS GO0000020399 [T
EMSG00000120091
L] [T T1 [T TTTT T T T [T [ T TTT1
EMSG00000122428
10
EMSMUS 00000045103
EMSG00000197616
| [l | [TTT [ TTTT T T T
EMSMUSE00000040752 II IIII T [T [T | |
I I I |
] | [« I [ D]
s
Gene Info ;| Feature Info
Left mouse click on a gene to display info. Left mouse click on a feature to display info.
o AR R R R R R R R R S R R R R R A R R R R R R N R R R R R R R R R R R N e S s R R I N R R R R s R R R R T B s L e R e e e B R e R R e e R B T R R R T B R T R R R B R N B s R I s R L R R G B N R R R R B R R R L L R RN R R R R R R RN R R R R R RN R R R AR RN RSN R R NN,
Status

Sequence retrieval done



File View Get Seq Alignment Motifs Tools Help o) T e o e e i'F n'l'h
Subsequence “51; Sequence set . UL U'JO LU CTQllill OC\.1 11VC 11 ULl
1 1300 2600 3900 5200 Ba00 Taoo 9100
1 ] ] ] ] ] ]
I T T T T T T
-9100 -rano -B&00 -5200 -34800 -2E00 -1300
-------------------------------------------------- I I I I I
Feature list
MW CDs
B FiveFrimelUTR
B ThreePrimelT
M exon :
M gene 99 [T
[TIT T T [1 [T T T TTTT TT1 | L 1
Cut
Remove
RevCompl
: Copy fasth to clipboard
‘o2 Remove other exons
: Copy to sublist
[TTT [ T T TTTT T [TTT 1
52 | [T11 [ 1
[ [T [T [T [ [T
W] : | I
s
Gene Info ;| Feature Info
Mo artho-family relations known for this gene. j
L e T T T T e T e e e e T T T e e e B e R R N i R R R N R B R R R R A R RN R R L R R R R LR RN Y - .. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Status
Savéd CosABEmusclegenes.embl j
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Subsequence list ; Seque

4. Align all

human-mouse pairs with

Choose All pairs
from the 1300 2600 3900 5200 500 7800 8100
- 1 1 1 | 1 1 | =
Alignment menu : : : : : : :
-9100 -Faon -B500 -5200 -3900 2600 -1300 -0
SEEiniits I I I I I I I I
Feature list
W CDS ; ||
B FivePrimelUTR | 4578 L 11
B ThreePrimeUT :
B exon B
M gene §§ J0030399 I | |
: Service URL * http:iveww.esat. kuleuven.ac.befaxis/ToucanSOAPSenvice.jws |
7 ENSGODDN0104879-ENSMUSGDO0D0030399 ||
| ENSGO0000132438-ENSMUSGO0000045103 =/l
Choose one or more pairs NSGO0000197616-ENSMUSGO0000040752
SR ENSGOO000181072-ENSMUSGO0000045613 u
: ENSGOD000175206-ENSMUSGO0DD0041616 =
: Algorithm AVID -
s P3: Minimal % idendity (Integer) 75
P4: Window length in bp {(Integer) 100
| 20040752 oK || cancel
el J7»] i{[4] i D
il T e T T
Gene Info i| Feature Info
Farent of EMSMIUSGE00000031 972 s EMNSGO0000T 43632
RO e SO A S A A A S A A A S A A S A A A A A S R A R RS AE R A e D e RS R e D SR ST SR S A SO e T R SO e SO AT S e SO e T A S A A e S D AL e A S A A A A A A A S R A R A A R e A e D e RS R e R E RS SR S e D e T R SO e SO AT CAS e SO A A e A SO e A EA S A e A e A A A A EAE A A AE R e AEAE RS
Status
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Subseguence Iist} Sequence set
22180 | —
| 200028480 — —
| sesa0 - |
Feature list ;
| Eelnls | Joo0E1E1E 11
B FivePrimel) | -
M ThreePrim 4
M avid-ensm | 11048 [ | M = -
avidrensmu—|
avickensm i
B avid-ensm §§ 00025923 | [ [ 1 |
M avid-ensm : ||
B zvid-ensm i
M avicensmy || #laaa2s N | 1 [T—1 0M ulln| il i
M avid-ensm i
o avid-ensm i
& avid-ensm | Joo0z0808 i o = 0 [1 [ 1l |=
W avid-ensm :
M avid-ensm i
M avic-ensm | sazs1 23 - — —1 | —
M avid-ensm :
B avid-ensm : |
il c-angm | J00080473 : 1 — [
M avid-ensm i
B avid-ensm :
B avid-ensmu—{ | |
i > | JooosoEzs L1 1 - | | |
[o] | 5[4l Il Dl
£ o b T T TR T T T T Y S T S S D S e R S I e S S e T B g e e T e S e T R e R S S D e S S S R S S S S S I R TR I I S T S S T T e S T R T T e T S S T S T S T T R R T R,
Gene Info §§ Feature Info
Parent of ENSMUSG00000031872 is ENSG00000143632
e ST SRS SO S AT O T SO SO SR S SRS S A S AT S A e A e SO T SR SO Sh SO SRS A S S A S S S D AT G SR ST S0 S S S A S S DS AT A e A A E R CO T SR ST S E A S A A A S A A A LD SO AR E O o R C AT e A S SR A A SO
Status
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Subseguence Iist} Sequence set

ENSGOO00010 =~
ENSGO000010=
ENSGO00001C
ENSGO00001C
ENSMUSGORQ
ENSMUSGOO0

'Non-coding sequences (CNS)

| 22180

[oouasees Right motise -

click, choose

ﬁ[ut sequence CUt il

@ Around Feature m.riu-ensmusguuuuuuaﬁgza-ensguuuuu111046_4|v||nruunu |v|Bp|ert: 0 Bp right: |0

() Only this feature T

0 avid-ensm
0 avid-ensm
M avid-ensm
B avid-ensm 1 Al features with the same type on all sequences

BBzl -enan Choose add to ® Ay

M avid-ensm i .
B avid-ensm : sublist
1 avid-ensm :

M avid-ensm
B avid-ensm
M avid-ensm
B avid-ensm
B avid-ensm
M avid-ensm
B avid-ensm
M avid-ensm
B avid-ensm
B avid-ensm

) All features with the same type on this sequence

i ) All features with the same source on this sequence
°| Joon35923

eatures with the same source on all sequences

) Specify From: |1 To:

| 00020898

To select all
OK Cancel conserved
blocks

00060473 [ ] I I [0

el to sublist

§§ 59251 i_) Replace parent sequence

- J000G0G25 L1 1 | -

Gene Info i| Feature Info

| il score: 827 a
il source D AVID

Farent of ENSMUSGO0000035923 s EMNSGE00000111046

e I D O S O T SO D OGO S0 SO S OGO S S O S O R O SO S S O SO S G SO S A D O S O O S S D S A S D SO T SO S e D SO D O SO S O D R e SO D S0 SO NSO SO SO GO O S SO S O O A SO D OGO e S SO DO SO LD GO SO SO O SISO

Status
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Subsequence list

; Sequence set

ENSGO0000104879_5884_6034
ENSGO0000104
ENSGO000010
ENSGO000010
EMSMUSGOO0]

MotifScanner
from Motifs

Feature list

W CDs

M FivePrimelUTR
B avid-ensmusg00000026459-ensg00000
© avid-ensmusg00000026459-ensg00000
0 avid-ensmusg00000030399-ens00000
B avid-ensmusg0000003038%-a0ca 00000
B avid-ensmusg0000003
B avid-ensmusg0000003 PreSS GET and
M avid-ensmusg0000003
M avid-ensmusg0000003

EMSGO0O000104270

ENShUS GOO0000:30

eb Service

Use sublist:

causes

MotifScanner
to run only on

conserved

blocks in the

sublist

I avid-ensmusg0000003
M avid-ensmusg000000306

Browse

M avid-ensmusg00000030695-ensg00
] avid-ensmusg00000030695-ensg00 P4: Background Model * (String)
B avid-ensmusg00000030695-ensg00

M avid-ensmusg00000030695-ens 000 P3: Prior (double)

M avid-ensmusg000000306595-ens900 ps: pywi Subset {String)

B avid-ensmusg00000030695-ensg00 ..

M avid-ensmusg00000031972-ensg00 5 Sieand (utcact)
B avid-ensmusg00000031972-ensg00
M avid-ensmusg00000031872-ensg00

[] arm

Browse

] O m—]

X

vvew. esat.kuleuven.ac.befaxis/ ToucanSOAPService.jws

-

Lise sublist

db_mtre_transfac_82 W

db_bog CHS_hs_and_mm_3

0.3

1

OK

| | Cancel

H.fmi;&nﬁmﬁﬂﬂﬂﬂ.ﬂjﬂﬂﬂ_ﬁnsnﬂﬂﬂﬂﬂ

B avid-ensmusg00000035923- ensglillillillillill:‘ ‘

F T R R R R R R e R R e R R e R R e Rk R R e RO e R o e e e e R R R RO e RO o R R R i R R o e e R e e e RO R e SRR e R o e R e e R R e e R e R R R o R e i R e e e e

Gene Info

Mo artho-family relations known for this gene.

‘| Feature Info

i saurce ; AYID

L L L A L b b b L L b L L b L L L L L L b b L L L L b L b D o L o8 L A0 L0 o L0 A b o AL S A

.

Status
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Subsequence list ; Sequence set

ENSGODD00104879_5884 6034
ENSGO0000104879_9994_ 10202
ENSGO0000104879_6639_6757
ENSGO0000104879_6514_6603 i
ENSMUSGOO0000030399_6651_6740 a

L] e |

1300

[»

ENSMUSGO0000030399_5674_5828 |
ENSMUSGOD000030399_6764_6B76 E i

.............................................................................................. p—
e

: Service results are ready
YES will Choose YES to add the results to the current
annotatethe

hoose NO to save the results
=% results; NO Yes || Mo

Cancel

-9100

x|

arm

gene list

O m—]

wWilbsayerthe
resultsias: GER

EMNSGO0O0001 229991

ENSGO0O000 132438

— M

M avid-ensmusg00000030695-ensg00000
M avid-ensmusg00000030695-ensg00000

M avid-ensmusg00000030695-ensg00000 ENSMUS G00000045403

B avid-ensmusg00000030695-ensg00000
M avid-ensmusg00000030695-ensg00000

M avid-ensmusg00000030695-ensg00000 s

B avid-ensmusg00000030695-ens 00000
M avid-ensmusg00000031972-ensg00000

B avid-ensmusgl0000031972-ensg00000 )
ENSMLUS G00000040752 [1

M avid-ensmusg00000031872-ensg00000
B avid-ensmusg00000035923-ensg000007—

Gene Info

j
i o i -] =
hlm mrtbos Faraile paladimm e emonass for thie aomem I

;| Feature Info
i| source : AVID

T T T

Status
Service done
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Subsequence list ; Sequence set

ENSG_I]I]I]I]IHI]#BTQ_&BEAL&
ENSGO0000104879_9994 1
ENSGO0000104879_6639_6
ENSGO0000104879_6514_6

ENSMUSGODD00030399_66: | - A g
ENSMUSGOD000030399_56] | conserve ;

[ —— block with 2600
__________________________________________________________________________________ S reriicie d ,
instances of TFs —

[»

ME

Feature list

W CDs
B FivePrimeJTR
B MOooo1-YEMyoD_01
B MO000z-VEE47_01 s
B MO0003-YEYMYE 01 ‘|| ENSMUSGOO00003030S =m W 1
B W00004-VECHYE_01 :
B MOooo0s-YEAR4_01 i
M MO000B-YEMEF2_01 §§ EMS 00000129991
B MODO07-VEELKT _01 E
0 MO0008-wESP1_01 i
B MOo011-VEEYI_06 ENS 00000132435
B MO001 7-WEATF_04 i
B MOo0024-VEEZF_01 i
M MODD25-VEELK1_D2 :|| ENsmusGooOO0045103
B MO0026-VERSRFC4_MM i
B MO0032-VECETS1RE4_1
M MO0033-VEP300_01 2 1 M
B MO0035-VEYMAF_01 EHseanmnasTET "_ﬁm I I":H]
B MO0037-VENFEZ_0 i
© MO0039-VECREE_OM
M MO0042-vESoa_01
M MO0045-VEE4BP4_01 | [ =
ONN&N-YEEZE 07 Fae]| 17 e
¢ | o] | (] I >
O
Gene Info :| Feature Info
D EMSGO000019TE16 - type  MOODSE0-VEPR_GZ -
‘| score : 90,7132
Mo artho-family relations known for this gene, §§ gite | CAAGGALCAR
b source : MotifScanner -
RO e SO A S A A A S A A A S A A S A A A A A S R A R RS AE R A e D e RS R e D SR ST SR S A SO e T R SO e SO AT S e SO e T A S A A e S D AL e A S A A A A A A A S R A R A A R e A e D e RS R e R E RS SR S e D e T R SO e SO AT CAS e SO A A e A SO e A EA S A e A e A A A A EAE A A AE R e AEAE RS

Status

EMSGO0000 104279

ENSMUSG000000407 52 4ﬁ” IIIII I!I IIIII II| Ill_ﬂ
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File View Get Seq Alignment Motif

Tools Help

Subsequence list

ENSGO0000104879_5884 |
ENSGO0000104879_0004 1=
ENSGO0000104879_6639_
ENSGOD000104879_6514_
ENSMUSGO0000030399_66
ENSMUSGO0000030399_56] « |

Feature list

BCchs
B FivePrimeJTR
0 MO0001-YEMyoD_01
B MO000z-VEE47_01
B MO0003-YEYMYE_01
M MOo004-VECMYE_01
M mMooo0s-wEAP4 01
M MO0006-YEMEF2_01
B MO0007-VEELKT _01
MO000S-VESP1_01
B MOo0011-YEEVI1_0E
B wWoo01 7-VEATF_01
B MOo0024-VEEZF_01
M MOo025-VWEELKT _02
B MO0026-VERSRFC4_MM
B MO0032-VECETS1RE4_1
B MO0033-WEP300_0M1
B nMO0035-VEMAF_01
B MO0037-WEMFEZ_01
mMO0039-VECREB_01
W MO0042-WES0HE_01
M MO0045-VEE4BP4_01

nnnan-wEE2E N2
1 [

[ o]

1
k

2600 3400 5200

G500

Faoo

[»

" Service URL *

Feature source {String) *

Algorithm

Nr elements {Integer) *
: Size (Integer) *
- Allow overlap

Use penalisation of incomplete instances

Exclude matrices (comma separated) (String)

Hr of top scoring modules to return {Integer) *

-780a

ModuleSearcher Web Service

http:ivevew.esat.kuleuven.ac.beiaxis ToucanSOAPSenvice.jws

-6500 -5200

-35900

-2600

4 lx

MotifScanner
EMBL
AVID

Genetic Algorithm

b

200

L]

GET

20

OK | | Cancel

ENSGOOOO0 TS 616

EMNSMUSE000000407 52

= =

—fi—i

4]

| ]

-

T R R R R R e R U e R R e R R e ke e R R e R R e RO e R e e e e e R R R U RO e e RO o R R R i R R R e e R e e i R o R e SRR e R i R R e B R R R e R e R R R R B R e i R e e e e

Gene Info
IO

EMSG00000197E16

Mo artho-family relations known for this gene,

-

‘| Feature Info

| type : MODIEO-YEPR_Q2
‘| score : 90,7132

| site: CARGGAACAS
source : MotifScanner

=

e I D O S O T SO D OGO S0 SO S OGO S S O S O R O SO S S O SO S G SO S A D O S O O S S D S A S D SO T SO S e D SO D O SO S O D R e SO D S0 SO NSO SO SO GO O S SO S O O A SO D OGO e S SO DO SO LD GO SO SO O SISO

Status
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Subsequence list ; Sequence set

ENSGOO000104879_5884 6034
ENSGO00D0104879_9994 10202 :
EMSGOOD00104879_6639_6757 I
ENSGOO0D00104879_6514_6603 :
ENSMUSGO0000030399_6651_6°
ENSMUSGO0000030399_ 5674 5 »
|4 I |1+

[»]

mp

Feature list

ModSMO08E6-VECHCH_0T — —

B ModBMODB45-VEMAZ_C6 :

B ModBMODT20-VECACEINDINGE

W ModBMO0922-YESRF_Q5_01 ! _
MOCEMO0941-VEMEF2_QE_01 —

I ModBMODIRE-YECHCH_01 b - Best combination

Mod7MO021 5-VESRF_C : : :

Mod7MO0G46-VELFAT_QB of TFs (begin with L1 [] LI

Mod7MODB43-VEMAZ_QF : |

Mod7MO07 20-VSCACEINDINGPR | - Mod).

Mod7MO0S80-VETER_Q6 : Select these,; |

ModSMOD405-YEMMEF 2_QB :

ModSMODB4E-VELFAT_QB

ModEMODE43-VEMAZ_ Q6

: together with the
ModEMODS1 0-VESRF_G4 avid-... features
MOCEMO0933-YESP1_02_01 and hit ENTER

Mod9mo021 5-WEERF_C
Mod9mMO0649-VEMAL Q6
ModamMOo091 5-WEAP2_QE_01 3
Modama0922-vEsRF_25_01 ] [T 1

Mod9mMO0931-VESP1 _QE_01

B avid-ensmusg00000026459-er 3

[4] Il | o] [ | Il 3
T T T T T T T T T T T T T T T T e e e e
Gene Info ;| Feature Info

D ENSGO0000197616 Al| 4jtme - MO09B0-VSPR_Q2 =

i score D 907132

| site | CAAGGAACAA

source : MotifScanner ﬂ

[4]

-

Mo artho-family relations known for this gene.

-

T T A S S R R T T S R T R B R A T T A T R A R T B S T R T I e e T T S S R R R T R I A T S T T S a  a a T  T  a a a  E E R R RR  R  R a R R RRR RRA
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File View Get Seq Alignment | Motifs | Tools Help Q DI e |\/|nr~|| I|Qct\'3hhar
Subsequence list Consensus match U. WUl ivivuulivJduat vl
ENSGO0000104879_5884_6034 |41 Consensus cluster B
ENSGOD000104Er0_oa30_o7e7 || OLSCAer —1
ENSGO00D0104879_6514_6603 MotifL ocator
ENSMUSG00000030399_6651_6 | ModuleSearcher
ENSMUSGODD00030399_5674_5{ ModuleScanner
|4 Il | [»] | Motirsampler
-------------------------------------------------------------------------------------------------- 1 ]
Feature list FootPrinter 2.0
ModSMO0EEE-YECHCH_D1 ] Sl O e D —
B ModBMO0BA3-YEMAZ_ QI ; —
W ModBEMO0T20-YECACBINDINGR
B ModBMO0922-VESRF_Q5_01
ModBMOD341-VEMEF 2_Q6_01 L1 LI ] - — L
ModBMO088E-VECHCH_01
Mod7MO0215-VESRF_C
Mod7MODB4E-VELFAT_QB - Lo - — -
Mod7MO0G43-VEMAZ_QF [ |
Mod7MO0720-VECACBINDINGPRY | -
Mod7MO0920-YETEP _Q6 : P
ModBMI0405-YEMMEF 2_26 2
ModBMO0G46-VELFAT Q6 i
ModBMODES3-VEMAZ_QE : I | L
ModBMO0E1 0-VESRF_04 : 'l
ModSmMo0933-vE5P1_22_01 B
ModgmM0o0215-VESRF_C : — — —
MOCEMO0G49-VEMAZ_Q6 - il
Mod3Mo091 8-V EAPZ_Q6_01 = =
MogaMO0az2-vVEsSRF_Q5_ 01 [ ¢ I —
MogamMO09a31-vESP1_Q6_01 E |
B avid-ensmusg00000026459-er *| - hd
[4] Il | o] [ | Il 3
g, P A R A B B R R R A T T T T T T T T T T T T T T T T e e e e
Gene Info ;| Feature Info
D EMNSG00000197616 | & trpe - MONSBO-VERR_Q2 -
i score D 907132

Ma artha-family relations known far this gene. o[ 5ite D CAAGGAALAA

w| G| source:Motif3canner ﬂ
% fe Al R AR AR ARG AR AR R AR RR AR RRRR AR AR RR AR AR R R RERRERRRRRRR AR AR AR RR AR R AR R RERRARRRRRRRARERR R R AR ARG RR AR R R AR R RR R RN T T T e e e T T e T
Status




NTuucan 2 i _ ;|g|5|
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Subsequence list ; Sequence set
ENSGO0DO0104870_5884 6034 E " =
EMSGODDD0104870_9994 10202/ =) I 1]
ENSGODDDD104879_6639_6757 |
ENSGODDDD104879_6514_6603
ENSMUSGO000003I0399_6651_67
ENSMUSGODD00030399_5674 51_
D: NMudulﬁcanner Web Service ﬂ
................................................... ) ; — —
Feature list Service URL I'rttp.IJ'www.esat.kulewen.ac.heraxlsﬂ oucanSOAPSenice.jws | v
ModamOo0986-v§C Subject * {String) GET Fress GET and choose a DB —
B ModBEMO0E49-4
B o H07 201V o + x
B ModEMO0922-4 . ;
ModBMODa41-\iSizeinha | o Choose one of the database values: [y
Muﬂgﬁn%ﬂg?gﬁg LR Human-Mouse Conserved non-conding regions, Ensembl 124, Human regions, prior 0.2, Transfac -
Mod7MO0G46-YELI Duerla_ap Human-Mouse Conserved non-conding regions, Ensembl r24, Human regions, prior 0.2, Transfac = 1l s §
Mod7MO0649-v gy Penalize : Human-Zebrafish Conserved non-conding regions, Ensembl r24, Human regions, prior 0.2, Transfac =
ModsMO0Y20-VEC Human-£ehrafish Conserved non-conding regions, Ensembl r24, Zebrafish regions, prior 0.2, Transfac |=|—
Mod7MO0930-VET . Human-Mouse Conserved non-conding regions, Ensembl r24, Human regions, prior 0.2, Jaspar | § H—
MACOINGRAED- SMEE 2 (6 g Human-Fugu Conserved non-conding regions, Ensembl r24, Fugu regions, prior 0.2, Transfac
MRCEUTIDAE SLER]. Lh - Human-Fugu Conserved non-conding regions, Ensembl r24, Human regions, prior 0.2, Jaspar
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