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Abbreviations

EGA European Genome-phenome Archive

DECISION Decompensated cirrhosis: Identification of new combinatorial
therapies based on systems approaches

DMC Data Management Centre
DMP Data Management Plan
ID Identifier

SC Steering Committee

WP Work Package

GSA Global Screening Array
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Contributors

Contributor

Contribution

Estimate of person-months

FCRB, coordination

e Prepared and processed data
from EMC.

e Standardized nomenclature
to identify the patients.

e Preparation of databases
with phenotypes for the
analyses.

e Curation and submission of
the data to EGA

0.50 PM

EFCLIF

e Writing of the deliverable
report

0.25 PM

APHP

e Deliverable review,
correspondance and
participation in discussions

0.25 PM
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Executive Summary

The tasks included in the Deliverable have been carried out by the EFCLIF DMC in collaboration with
WP1 leader and other partners providing multi-omics data.

Genomics data of 1.841 individuals from Canonic, Predict and Aclara cohorts have been submitted in
the EGA’s sub platform Array Express for genomic data (Figure 1). This sub platform uses the Annotare
tool (a user-friendly interface) to upload the data without informatic expertise.
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Figure 1. Structure of EGA Sub platform
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1 PREPARING THE DATABASE

1.1 Getting ready the data for the submission to EGA

Genomics data of the DECISION project has been obtained using GSA from EDTA Buffy Coat plasma
samples.

The EGA archive is a controlled access database that allows the submission of many types of data
(genomics, transcriptomics etc.)

Data types accepted by EGA can be split into 3 types as shown in Figure 2.

e Sequence data
e Array-based data
e Phenotype data

EGA Accepted Data Types

Raw reads
(BAM, CRAM)

_ Aligned reads
Sequence data - (BAM, CRAM)

Array-based data

Analysis files

Phenopackets

Phenotype data

All other formats

Figure 2. Data types accepted by EGA
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1.2 Submitting data to EGA’s platform

Submission of Array data is made through ArrayExpress, using the Annotare Platform.

To perform the submission, detailed information about the samples and the corresponding raw data
files had to be uploaded to the website and validated by a curator from the Institution (Figures 3 and
4)

e Description of the project

e Experiment type

e Date of the experiment

e Number of samples

o ID of the samples

e QOrganism

o Age

e Sex

e Disease

e+ Identification of new therapies based on systems biology approach (DECISION)
Contacts
GSA from 589 out of 1841 patients with severe decompensated cirrthosis from the DECISION project.

Publications

The DECISION project aims to discover more personalized combinatorial therapies for patients with decompensation of cirrhosis. This
Create samples, add will be achieved by using readily available clinical data, prospectively collected in a homogenous manner from large clinical studies,
e with the corresponding standardized biobank samples that will produce omics data once they are fully analyzed.

. The data generated and analyzed in DECISION will directly serve as a basis for accomplishing the objectives of the project, i.e.
experimental variables 1. Improving our knowledge of the pathophysiology of decompensation of cirrhosis by integrating results of high-throughput multi-
Description *  omic profiling with comprehensive clinical data from fully characterized patients with available biological samples.

Create labeled extracts 2. Identifying novel combinatorial therapies for patients with decompensation of cirrhosis to prevent death.
and assign labels 3. Developing 2 tests: One predicting the cutcome of patients with decompensation of cirrhosis when treated with standard

treatment (prognostic test), and the other identifying patients who will respond to the novel combinatorial therapy (test for response).

Describe protocols

Assign data files

(at least 50 characters)

Experiment Type * typing by
Human - Two-color microarray wpeniment Type genolyping by aray e

- array design: A-MTAB-672
change..

genotype design - [ Add...

Experimental Designs Remove Selected

Date of Experiment  2017-10-09

Date of Public Release *  2024-12-18

Hide my identity 0
from reviewers

Related Accession

Numb: Enter the accession number of related experiments in ArrayExpress or PRIDE e.g. E-MTAB-4688, FXD123456
umber

Figure 3. General information of the project and the submission
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Annotare 2.0

UNACCESSIONED

General Information

© Sove s ymacirons

{Aau Sample Attibutes and Variables * | Add Samples || Delete Samples | Fill Down Value | Paste Into Ce | Upload Files || FTP/aspera pload } Delete Files

Contacts [l Name Organism Age (year) Developmental Stage Sex Disease [ Name Date Status

() 201524930168_R04C02 Homo sapiens 48 adult Female Acutede ()  201524930168_R04C02_Grn.idat 09/12/22 00:21 uploaded
Publications () 201524930168_R08CO2 Homosapiens 63 adult Male Acutede [ 201524930168_R04C02_Red.idat  08/12/22 22:06 uploaded
Create samples, add [ 201524930168_R10C02 Homo sapiens 64 adult Male Acutede [ 201524930168_RO6C02_Grn.idat 08/12/22 22:07 uploaded
hERErd 7] 201524940149_RO1CO1 Homosapiens 76 adult Male  Aculede [ 201524930168 ROBCO2_Red.idat  08/1202222:09  uploaded
experimental variables

(] 201524840149_R01C02 Homo sapiens 52 adult Male Acutede () 201524930168_R10C02_Grn.idat 08/12/22 22:10 uploaded
Create labeled extracts (] 201524940149_R02C02 Homosapiens 44 adult Male Acutede () 201524930168_R10C02_Red.idat  08/12/22 22:11 uploaded
L () 201524840149_R03C02 Homo sapiens 50 adult Wale Acute de | () 201524940149_R0O1CO1_Grn.idat 12/12/22 09:45 uploaded
Describe protocals () 201524940149_R04C02 Homo sapiens 72 adult Male Acutede [ 201524940149_RO1CO1_Red.idat  12/12/22 09:44 uploaded
Assign data fies () 201524940149_R05C01 Homo sapiens 83 adult Female Acutede () 201524940149_R01C02_Grn.idat 12/12/22 09:46 uploaded

() 201524940149_R05C02 Homo sapiens 33 adult Male Acutede [ 201524940149 RO1C02_Red.idat  1212/22 09:44 uploaded
Hurnan - Two-color microarray () 201524940149_ROSCO1 Homo sapiens 58 adult WMale Acutede [ 201524940149 RO2C02_Grn.idat  1212/2209:45 uploaded
'c:;fg"edras'g" AMTAB-672 (] 201524940149 _ROBC02 Homo sapiens 68 adult Female Acutede [ 201524940149 R02C02 Red.idal  12/12/22 09:45 uploaded

() 201524840149 _RO7CO2 Homo sapiens 66 adult WMale Acutede

(] 201524940149 _ROBCO2 Homo sapiens 73 adult WMale Acute de

(] 201524940148 R0SCO1 Homo sapiens 52 adult Male Acute de

(] 201524940149 _R09CO2 Homo sapiens 50 adult Male Acute

Figure 4. Detailed information of each ID submitted

After all this information was provided, the samples were uploaded to the platform and linked to each
ID. Data produced by the DECISION project was obtained using a two-colour microarray. This means
that, for each patient and sample, 2 raw files were provided: 1 for each dye which can be green or red.

Currently, the Annotare platform only supports 2:2:1:1 relationship between samples, labelled
extracts, hybridisation assays and data files (Figure 5).

SAMPLES

normal

Sample 1

cancer

Sample 2

normal

Sample 3

cancer

Sample 4

LABELLED
EXTRACTS

RAW DATA

ASSAYS FILES

Sample 1

normal (Cy3) 1=
Hyb assay A | File A

Sample 2 : "
cancer (Cy5)

Sample 3
normal (Cy3)
Hyb assay B

Sample 4
cancer (Cy5)

Figure 5. Example of the data structure supported by Annotare platform.
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Since our data design is different from the one accepted by the platform, a curator helped with the
final submission.

Once the data was submitted, the data could be accessed through an accession number. The date of
public release of the data was set to 15/12/2024 and it can be modified if needed according to the
dissemination rules of the DECISION project.

Data has been divided into 5 batches (589, 25, 278, 387 and 562 patients respectively) according to
the date of sequencing of the data, and different submissions were made for every batch.
Nevertheless, all the submissions can be found together with the same accession number.

Annotare 2.0
@ © Getting Started | © Heb |

My Submissions

RO R R

Figure 6. Summary of the 5 batches submitted
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