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Babelomics 5

Integrative open source
platform with advanced
functional profiling for the
analysis of

o Transcriptomics

o Proteomics

o Genomics

http://www.babelomics.org
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. Logging in

o Try it now: Enter as anonymous user
o Sign up: Create an identified user

*» Log in: Log in as identified user



. Logging in

o Try it now: Enter as anonymous user
o Sign up: Create an identified user

*» Log in: Log in as identified user

Anonymous user |dentified user

o Can access all o Can access all
functionalities and tools functionalities and tools

o Data will be lost ) o 10Gb of free disk




. Logging in

Exercise

Create a new account for yourself
@ Go to Babelomics 5

@ Create a new user

For help, ask or visit the logging in tutorial
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Bglaalomics

Examples

Normalization example

Select your data

The files must be on the server to select them.
You can upload files using the button & inside file browser.
File browser default/

Select gene length file

The files must be on the server to select them.
You can upload files using the button &B inside file browser.
File browser default/

Normalization method

* Choose automatically the normalization method
‘Choose manually the normalization method
TMM
RPKM

Job information

Qutput folder:
You can create folders using the button [J + inside file browser.
File browser default/
Job name:
JobMName
Description:
Job info...

« Launch job

N /

i® Upload |& pro j

8 ljobs < 1of7 =

: « Differential expression - Class
comparison demo (correlation.txt)
class-comparison

ady 20150121, 18:15:04
' Differential expression - Class
~omparison demo {correlation.txt)

class-comparison
Ready 201501 21, 10:37:15

! + Essential genes incancer cell line
K562

network-miner

Ready 2015 01 20, 20:25:54

! + Downregulated
snow
Ready 201501 20, 20:25:17

!+ fluorouridine_dataset
fatiscan
Ready 201501 20, 20:25:05

!+ JobName
fatigo
Ready 2015 01 20, 19:42:20

!« JobName
fatigo
Ready 201501 20, 19:37:47

!+ JobName
fatigo
Ready 201501 20, 19:33:39

!+ JobName
fatigo
Ready 2015 01 20, 19:26:53

!+ JobName
fatigo
Ready 2015 01 20, 19:24:49

! v affy_sample_1
affy-expression-normalization
Ready 201501 20, 18:40:43




. Uploading data

Uploading data tutorial

a:* Babelomicss Processing * Expression ¥ Genomics *




. Uploading data

Uploading data tutorial

Default

STUDIES &3 Upload DO+

[ bottomly_counts.txt
BB tcga breca example onco...

BB tcga breca example

& O O

BB zssoc_chi square



Uploading data tutorial

& Upload O+

Select format:
Microarray -
Expression
One channel

() Affymetrix
() Agilent

() Genepix
Two channels

() Agilent
() Genepix i

Choose file...

Upload



. Uploading data

Uploading data tutorial

o Bioformat, more info
» RNA-Seq: Data Matrix

o IMPORTANT: First row
with rownames must begin

with #NAMES

& Upload O+

Select format:

Microarray
Expression
One channel

() Affymetrix
() Agilent
() Genepix

Two channels

() Agilent
() Genepix i

Choose file...

Upload



Uploading data tutorial

o Bioformat, more info
» RNA-Seq: Data Matrix

o IMPORTANT: First row
with rownames must begin

with #NAMES

. Uploading data

& Upload O+

Select format:
Microarray
Expression

One channel

() Affymetrix
() Agilent
() Genepix

wo channels
() Agilent
() Genenix

-

Choose file...

Upload




. Uploading data

Uploading data tutorial

o Bioformat, more info
» RNA-Seq: Data Matrix

o IMPORTANT: First row
with rownames must begin

with #NAMES

& Upload O+

Select format:
Microarray
Expression

One channel

() Affymetrix
() Agilent
() Genepix

Two channels

() Agilent
() Genepix i
Choose file...

Upload




Uploading data tutorial

o Bioformat, more info
» RNA-Seq: Data Matrix

o IMPORTANT: First row
with rownames must begin
with #NAMES

o We can remove files

. Uploading data

& Upload O+

Select format:
Microarray
Expression

One channel

() Affymetrix
() Agilent
() Genepix

wo channels

() Agilent
() Genepix i
Choose file...

-

Upload




. Uploading data

Exercise
We will work with a breast cancer dataset from The Cancer

Genome Atlas (TCGA). The expression matrix contains raw

counts

@ Go to the GDA 2016 wiki
@ Download the brca_demo_counts_4babelomics.txt

© Upload this file to Babelomics 5

For help, ask or visit the uploading data tutorial
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Editing data

Processing * Expression* Genomics~ Cancer* Functional =

Mormalization Edit

NG5S » Edit your uploaded data
» RNA-5eqg Data Matrix

Microarray one channel » Pre-processing

» Affymetrix

P Agilent

» Genepix
Microarray two channels

» Agilent

P Genepix




Editing data

Select your data

The files must be on the server to select them.
You can upload files using the button &8 inside file browser.

File browser default/



Editing data

Edit attributes

Add new attribute #MNAMES
Categorical v A_1.bam
4+ A 2.bam
B 1.bam

Delete attribute

B Z.bam
#NAMES Y X -



Edit attributes

H +o #HAMES
Categorical Y 1A 1.bam

+ A _Z2.bam
B_1.bam
B_2.bam

Delete attribute
#MNAMES v X



Editing data

Edit attributes

Add new attribute #MNAMES
Categorical v A_1.bam
4+ | A 2.bam
B 1.bam

Delete attribute

B Z.bam
#NAMES Y X -



Editing data

Edit attributes

Add new attribute #NAMES
Categorical v A_1bam
group I 4+ | A Z.bam
. E 1.bam

Delete attribute -
B Z.bam

#NAMES



Edit attributes

Add new attribute #NAMES group
Categorical v A_1.bam
+ A _2.bam
B _1.bam
Delete attribute =
B_2.bam

#MNAMES AR



Edit attributes

Add new attribute #MNAMES group
Categorical v A_1bam 0
+ A 2bam 0
B_1.bam 1

Delete attribute

B_2.bam
#NAMES v x -



Editing data

Edit attributes

Add new attribute #MNAMES
Categorical v A_1.bam
4+ A 2.bam
B 1.bam

B Z.bam
| #NAMES Y X -




Editing data

Edit attributes

Add new attribute #MNAMES
Categorical v A_1.bam
4+ A 2.bam
B 1.bam

Delete attribute
#MNAMES v x

B Z2.bam




Edit attributes

Add new attribute
Categorical

Delete attribute
#NAMES

#NAMES

A_1.bam
A_2.bam
B_1.bam
B_2.bam

45 <

1of1l

=

Save attributes

Reset changes
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Exercise

The dataset of breast cancer contains healthy and tumor
samples. Annotate to which class belongs each sample

@ Go to the GDA 2016 wiki
@ Download the BRCA_Normal-Basal_ED.txt

@ Edit the former file with the data in this experimental
design

For help, ask or visit the editing data tutorial



