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Services for Swedish Life Science Research
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2 NBIS - Services
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NBIS provides services in a wide range of different areas and across many Life Science research areas.

We can assist you from the project planning phase, through the project execution, during the data deposition, and at the reporting.

L S .
A Bioinformatics support

We offer expertise in multi-omics, single cell,
genomics, proteomics, metabolomics,
structural biology and more. NBIS experts
work closely with the research group to
provide complex and tailored solutions.

r:'Q Bioimaging and medical
imaging

We provide the support you need to perform
state-of-the-art analyses on your image data,
using computer vision, machine learning, and
bioinformatics to analyze your images.

3 Data management
:
support and guidance

We assist researchers with data management
solutions so that research data can be shared,
reused, and benefit society. We address
questions regarding FAIR, GDPR, and more.

Datasharing

We enable access to secure data archives and
sharing platforms for sensitive datasets
within genomics and medical imaging. We
also provide support in submitting data to
international data repositories.

Software development

NBIS developers create and maintain easy-
to-use bioinformatics tools that help you to
easily investigate your research results. We
support you with web applications, code
reviews and more.

Compute Resources

(((©

We offer secure compute resources for
sensitive data, maintain relevant
bioinformatics software and data on high-
performance computing and storage
resources, and offer associated user support.

e

Unsure which service is applicable for your project? Talk to us first.

A


https://www.nbis.se/services

Contains
personal or
sensitive info?

Data submission to public

repositories
Discipline- Making the data underlying your research publicly available to others is
specific data a fundamental part of a FAIR research process. When publicly available
repository and appropriately described, data can be re-used by yourself as well as

ists?
e others. Domain-specific public repositories offer the most direct routes

to making your data FAIR. This workshop will give you the why, where
and how of data sharing via repository submission, including hands-on
exercise. No prior knowledge is required in order to attend this
workshop.

Learning outcomes:
* Know the benefits of data sharing
* Know how to find a suitable repository for different types of data
* Have experience of a repository submission
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@ Your domain: Human pathogen genomics | RDMkit

Data management About Contribute © GitHub b, Search RDMkit

Your domain

omission to public
Do e v Human pathogen genomics - - ep05|torles

Your role v
Yoo doma . «” On this page 1g your research publicly available to others is
‘our domain
: AIR research process. When publicly available
Bioimaging data Introduction
‘ , , , , ied, data can be re-used by yourself as well as
Biomolecular simulation The human pathogen genomics domain focuses on studying the genetic code of organisms that cause : . . .
data disease in humans. Studies to identify and understand pathogens are conducted across different types of )u bllC repOS|t0r|eS Offer the mOSt dlreCt routes
organisations ranging from research institutes to regional public health authorities. The aims can include | . . .
Epitranscriptome data urgent outbreak response, prevention measures, and developing remedies such as treatments and vaccines. ‘+ ThIS WOFkShOp WI” g|Ve yOU the Why; Where
Health data Data management challenges in this domain include the potential urgency of data sharing and secondary /ia repOSitory su bmission, inC|Udin9 hands-on
use of data across initiatives emerging from research, public health and policymakers. While pathogenic | H H H H
Human data organisms are the object of interest, there are many considerations to take into account when dealing with dge IS reqUIred in order to attend this

X samples collected from patients, pathogen surveillance, and human research subjects.
Human pathogen genomics

The genomic data can represent anything from the genetic sequence of a single pathogen isolate to various
fragments of genetic materials from a flora of pathogens in a larger population. Other data can represent a
wide range of contextual information about the human host, the disease, and various environmental

Intrinsically disordered
proteins

‘ , factors. if data sharing
Machine learning ] . .
suitable repository for different types of data
Marine metagenomics . . : ) i i
R Planning a study with pathogen genomic data a repository submission
Microbial biotechnology
Plant sciences Description

. While the objects of interest in this domain are pathogens, the data is usually derived from samples .
Proteomics originating from human research subjects. This means that you must plan to either remove or handle R D M I
Raredisease data human data during your study.
Display a menu



Data management

Data life cycle

Your role

Your domain
Bioimaging data

Biomolecular simul
data

Epitranscriptome d
Health data
Human data

Human pathogen g

Intrinsically disorde
proteins

Machine learning
Marine metagenorr
Microbial biotechn¢
Plant sciences
Proteomics

Rare disease data
Display a menu

Data management

Data life cycle v
Your role v
Your domain v
Your tasks A

Compliance monitoring
Costs of data management
Data analysis

Data discoverability

Data management
coordination

Data management plan
Data organisation

Data security

Data sensitivity

Data provenance

Data publication

Display a menu |ua|ity
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@ Your tasks: Data brokering | RDMkit

Data brokering - »

«” On this page

Taking on the data broker role

Description

Sometimes it is challenging to exchange data across data producers, infrastructures and data sharing
platforms. Some reasons can be that the data has to be pre-processed or enriched to comply with legal or
organisational practices, that the data has to be translated to different data formats, or that transferring
data requires expertise and access to special interfaces. By acting as a broker, you can fill this gap by
negotiating a contract with data providers and/or recipients and doing the work required to make it
convenient for them to exchange data.

a Y
Prepare Prepare Data_ p_roducers
data/metadata data/metadata providing data to
a data broker
Transfer data (securely)
to broker
Individual
data producer QC/curate QC/curate
data data

Analyse data Analyse data Data recipient
acting as a

broker

Store data Store data
Share data Broker data
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O dat: iSSit { i i 159-SEEC_SARS-CoV-2_variant_analysis_ at main -
¥ ¥ main v dat bmission-d | BioStudies / 6159-SEEC_SARS-CoV-2_variant_analysis_wastewater / M Top
6159 - Sharing SARS-CoV-2 variant analysis from Swedish
wastewater samples
. . . . IS
Submission task description
e
During 2021 and 2022, SLU and KTH have done monitoring of SARS-CoV-2 levels and variants in wastewater from six Swedish cities. The as
sequences have been published in ENA, but the variant analysis and sequencing run reports need to be submitted to BioStudies.
3
¢ Procedure overview and links to examples |
Links n
* Samples sheet - overview of all sequenced samples and submitted data e o < — ‘ o
« file with PageTab info - might be outdated
« BioStudies - GitHub = () nosweden | data-submission-documentation Q e Do search +- 0n @
SR <> Code ( lssues I Pullrequests 1 ( Actions [ Projects (D Wiki @ Security [ Insights @ Settings
 BioStudies-PageTab-Example {95 data-submission-documentation (s Y Dl 1D T I
* BioStudies-PageTab-Specification R
« Submit help for Biolmage Archive - uses BioStudies EERo) patiem Oone  Qomm () Orurrator o s s
+ File List Guide - Biolmage Archive but shows how to organise files for BioStudies in Pagt - mee —
¢ BioStudies database: aggregating all outputs of a life sciences study - ENA training mati = sessmisproscioswe-amsiste st erana ot
* A guide to organising data associated to a publication using BioStudies - ENA training rr : ::m :me . A;Mi P
[y —— rom—— w Y0
Procedure : ::.,Mwm.w.w : m:f d —
Everything was submitted via the web browser (using PI's account at BioStudies), but the de : ::::::::“mm :::::::m: ‘::
PageTab submission, where everything is written in a tsv file which is then uploaded to BioSt & s Supporterand Py, M'" -
above). D gitignore Initial last year Eublh oo fr package
O README.md Extended general Readme added migrated fr. last month Contributors 5
@ resone s = TMOAH
Lessons learned e

Display a menu
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Connected data resources
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Data and metadata in context (l)

e 1

Sampling Data processing

Study & data : Sample Sample analysis . Data Communicating
. & specimen . . to prepare inputs .
design . preparation || & data generation . analysis results
collection for analysis L

I I m——
Procedures Biosamples and instruments Data and computational workflows Outputs
data protection, populations (statistical) and inclusion criteria, digital processing steps, publications,
ethics permit, physical processing steps, working storage conditions, data,
infrastructure, working storage conditions, long-term storage location, tools,
standards, long-term storage location, data quality assessment, workflows,
protocols, sample quality assessment, sample/data annotations, reports,
data dictionaries, = sample annotations, reference data, dashboards, ...
data access, ... reagents, instruments, Kits, ... analysis method...

“Protocol” & “project plan” icons by Justin Blake, and “infrastructure” icon by Eko Purnomo, from thenounproject.com
=

£
&
~



Data and metadata in context (ll)

. : I 576+ 788+ |
@ Enabling reproducible, transparent research. [_B _Lj ﬁ : rormats ) (Terminologied) :
> > > ===
i P £l | EE {g:i'z |
v v | R /o
"‘ A NEE ‘ I P
== Q : Guidelines :
o & ye) I |
3 8 3 | = |
l

o:er:lkggta Executable Discoverable Reproducible

@) scientifichypothesis

Q

Research outputs and metadata in context (l) o\ :

WORKFLOWS

‘Protocol” & “project plan’ icons by Justin Blake, and “infrastructure* icon by Eko Pumomo, from theno

" - el !
PUBLICATIONS @ SLIDES .. ENA J
R —
il ®
DATA METADATA Sampli Sample analysis | Data processi
= o e Ry e
and Data and computational workflows Outputs
" RESULTS LOGS . ethics permit, ph-:;T rocessing st ! ik rivei b B o
7 permit, sical processing steps, ing storage 3 3
@) ) researchobject.org | === =Ss==i EEE =
protocols, 'sample quality assessment, tions, reports,
data dictionaries, ‘samj innotations, last
data access, reagents, instruments, ki,
- r .
.

https://www.researchobject.org/
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Depositing data to arepository
Sample Repository’s
upload area
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Experiment
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tooling

fasta
chromosome list
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ENA
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European Nucleotide Archive




Data repository conventions example

https://www.ebi.ac.uk/ena/browser/view/ERC000033 https://ena-docs.readthedocs.io/en/latest/submit/fileprep/reads.html
Checklist Fields 9 Fastq format
We recommend that read data is either submitted in BAM or CRAM format. However, single and
i Field paired reads are accepted as Fastq files that meet the following the requirements:
‘ Q Field Name (Field ictil qui v (Units)
Format
ity P « Quality scores must be in Phred scale.
fiter by type: collection date (9] o requiar ion @ « Both ASCII and space delimitered decimal encoding of quality scores are supported. We will
automatically detect the Phred quality offset of either 33 or 64.
Human surveillance geographic location (country and/or ) torchoica options ¥ Tandatory « No technical reads (e.g. adapters, linkers, barcodes, primers) are allowed.
data sea) « Single reads must be submitted using a single Fastq file and can be submitted with or without
Collection event 3 S 0 ® restricted i . ® read names.
it geographic jocation (iatiiide) ot o DD « Paired reads must be submitted using two Fastq files.
wstiiad « The first line for each read must start with ‘@".
sample collection geographic location (longitude) @ oo regular ion @ DD « The base calls and quality scores must be separated by a line starting with ‘+’.
O = = = « Paired read names must either use Casava 1.8 read names (regular expression:
Igeg;fmc ocation fegion and @ freetext recommended A@(.+)( +|\\t+) ([0-91+): [YN]: [0-9]%[02468] ($|:.x$) or must end with /1 or /2 optionally
localif
host description followed by a space and a comment.
R Sarplo Gapiive statis @ i options v A « Read names must not exceed a length of 256 characters.
« The Fastq files must be compressed using gzip or bzip2.
information « The regular expression for bases is “*([ACGTNactgn.]*?)$"
General collection host disease outcome @ text choice options ¥ recommended
event information Example of Fastq file containing paired reads (prior to Casava 1.8):
Serology detection host common name @ free text mandatory
@read_name/1
Infrspecies GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTTT
host subject id @ freetext mandatory +
information 115 (((sohkt) ) 85#4) (%%) . Laorok—+%" *) )4ek55CCF>>>>>>CCCCCCCH5
y @read_name/2
Associated host hostrge @ ‘fesvicted regular jon ® options ¥ GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTTT
; text ¥
information 100 (( (dorokt) ) S6%5+4) (%5%) o Laotok—tx' ') ) 4ek55CCF>>>>>>CCCCCCCH5
host details host health state @  text choice options ¥ mandatory
_—

NB:S



Single-cell RNA sequencing example

“Protocol” icon by Justin Blake from thenounproject.com Soéderhall, ., Fasterius, E., Ekblom, C., & Séderhall, K. (2022). Characterization of hemocytes and
X hematopoietic cells of a freshwater crayfish based on single-cell transcriptome analysis. In iScience
v %‘ v, = Vol. 25, Issue 8, p. 104850. Elsevier. https://doi.org/10.1016/j.isci.2022.104850
- \

< |nformat|on checksums.md5
SampleSheet.csv

_ Experiment v [ SI-GA-F2_1

I, TJ-2700-1_S1_L001_R1_001.fastq.gz
I, TJ-2700-1_81 1fastq.

_ _ information TJ-2700-1_S1_L001_R2_001 fastq.gz

' y I, TJ-2700-1_S1_L002_R1_001.fastq.gz

Di%s;;tsion Diﬂes(ion I\ TJ-2700-1_S1_L002_R2_001 fastq.gz
+*
collagenase O v [ SI-GA-F2_2

cPBS I 3¢ . ) @ scRNA I, TJ-2700-1_S2_L001_R1_001 fastq.gz
— —Se =

+0.04% BS& 153 S sequencing I TJ-2700-1_S2_L001_R2_001 fastq.gz

I\ TJ-2700-1_S2_L002_R1_001 fastq.gz

I TJ-2700-1_S2_L002_R2_001 fastq.gz

o0 t
A - | v B SI-GA-F2_3

)
\/ broplet based + File I, TJ-2700-1_53.L001_R1_001 fastq.qz
Bleeding Washing roplet base . )
CAC Shend profiing I TJ-2700-1_S3.L001_R2_001 fastq.gz

0.15 M NaCl information I, TJ-2700-1_S3_L002_R1_001.fastq.gz
+0.04% BSA I\ TJ-2700-1_S3_L002_R2_001 fastq.gz
v [ SI-GA-F2_4
I\ TJ-2700-1_S4_L001_R1_001 fastq.gz
I\ TJ-2700-1_S4_L001_R2_001.fastq.gz

Sample Nucleic acid Library . I TJ-2700-1_S4_L002_R1_001 fastq.gz
. @ — . = . @ = Sequencmg I, TJ-2700-1_S4_L002_R2_001 fastq.gz
collection extraction construction
g= g= @ =| protocol
protocol protocol protocol

9=
9=
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Sample information as (meta)data

OLS / Experimental Factor Ontology

Population Organism Pacifastacus leniusculus
Genotype wild type genotype
Geographical location Sweden, Lake Erken
Individual Growth condition laboratory aquarium since Sep 2020
Sampling date 020-11-06
Developmental stage  adult
Body weight 35
Sex male
Specimen | Organism part hematopoietic system
Sample | Cell type hemocyte

=
1=
A



Sample collection protocols

e Obtain freshwater crayfish
(adult males) from lake Erken,
Sweden (59.8 N 18.6 E)

e Maintain in the crayfish facility in
running tap water,10-12°C,
12:12 light:dark cycle...

e Feed once a week

iy

dddddddd

Roslagens Jaktskyttebana
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Nucleic acid extraction protocol

Protocol illustration derived from lllustration in Séderhall et al. (2022).

’gf\

= («’”' e Dissect and digest into single
cells by incubation in 300 ul of
0.1% collagenase ... at room
_J temperature for 20 min on a
—b rotating plate ... then filtered
" e +33232§25e through a 40 mm cell strainer

Pool isolated cells from four
animals for scRNA-seq

g

Bleeding Washing
in AC

0.15 M NaCl

+0.04% BSA

A



Library construction protocol

yipdl

Prepare sequencing libraries using

Chromium Single Cell 3’ reagent kit v3
(cat# 1000075/1000073/120262, 10xGenomics)

According to the manufacturer’s
protocol

CG000183

Single Cell 3’ Reagent Kit = —
User Guide, v3 chemistry,
10xGenomics

Reagent Kits v3

0.15 M NaCl
+0.04% BSA

oD

Droplet based
3’-end profiling



Sequencing protocol

= % e 28+8+0+91 bp read length
e NovaSeq 6000 system

e SP flowcell

e V1 sequencing chemistry

e Include a sequencing library for the phage
PhiX as 1% spike-in in the sequencing run

yipdl



Files Delivered from Sequencing

v [ SI-GA-F2_1
I, TJ-2700-1_81_L001_R1_001 fastq.gz
I, TJ-2700-1_S1_L001_R2_001 fastq.gz
I, TJ-2700-1_81_L002_R1_001 fastq.gz
I, TJ-2700-1_S1_L002_R2_001 fastq.gz
v [ SI-GA-F2_2
I\ TJ-2700-1_S2_L001_R1_001 fastq.gz
I, TJ-2700-1_S2_L001_R2_001 fastq.gz
I, TJ-2700-1_S2_L002_R1_001 fastq.gz
I, TJ-2700-1_S2_L002_R2_001 fastq.gz
v [ SI-GA-F2_3
I, TJ-2700-1_S3_L001_R1_001 fastq.gz
I, TJ-2700-1_S3_L001_R2_001 fastq.gz
I TJ-2700-1_S3_L002_R1_001 fastq.gz
I, TJ-2700-1_S3_L002_R2_001 fastq.gz
v [ SI-GA-F2.4
I, TJ-2700-1_S4_L001_R1_001 fastq.gz
I, TJ-2700-1_S4_L001_R2_001 fastq.gz
I\ TJ-2700-1_S4_L002_R1_001 fastq.gz
I TJ-2700-1_S4_L002_R2_001 fastq.gz

P5 TruSeq Read 1

A

eoe @ | () Sequence Fie Formats | FASTC X |+ v
« [ O 8 8w © L ihDOeD Y
illumina Q * ® A

INFORMATICS Ovenvew B - N

File Formats for lllumina
Sequencing

N llable for converting data

sequence file formats such as FASTG files, and for downstream analysis
of sequencing data. iumina sequencers are designed so data can be
nd BaseSpace

into Analyti
‘Sequence Hub for cloud-based data management, analysis, and

collaboration.

Raw data files are provided in sequence file formats that are compatiole,

or easily converted, to standardized data formats for streamiined
‘aggregation and mining of large cohorts. With the DRAGEN BiolT

platform, the newest fle format, FASTQ.ORA, is available. FASTQORA is

alossless compression file reducing the size, time to transfer, and

storage cost.

FASTQ Sequence File Format

FASTQis a text-based sequencing data file format that
stores both raw sequence data and quality scores. FASTQ
files have become the standard format for storing NGS data
from llumina sequencing systems, and can be used as input
for a wide variety of secondary data analysis solutions.

‘The MiniSeq and MiSeq Sequencing Systems provide the
option to automatically convert data from BCL to FASTQ

format, so separate conversion software is not required.

Leam More About FASTQ Files

FASTQ ORA Sequence File Format

FASTQ ORAIs a binary compressed file format of the text-
based FASTQ sequencing data file format. fastq.ora files are
Up to 5x smaller than their corresponding fasta.gz fles
without compromising data integrity. Al fasta.ora files can by
read using the free decompression software available here.
Once installed, a simple command can be used to directly
pie the output of decompression on the fly into a wide
range of popular mapping tools such as BWA,' STAR,2 and
Bowtie.* DRAGEN ORA compression is available with the
DRAGEN server and on-board the NextSeq1000/2000.

6000183 Rev ¢

L] L] @ M Report for project TJ-27000n 1 X | 4 v
C @ [u] 5_A00605_0172_¢ (T 2 L n DO 2 &
e Multi@C

Chromium
Single Cell 3'
Reagent Kits v3

&

Report for project TJ-2700 on
201126_A00605_0172_BHVVTNDF

General Stats
Sequencing Metadata

FORUSEWITH —
FastQC
i

T r—

oS et

xS PN-1000153 (America & Asia P, el i
s

xS PN-1000154 (America & Asia | waidogh: |

s

Sequonce Quaity Histograms

Pacic PA-1000074 (Europe, i Por Base Sequence Content
Per Sequence GC Content
Per Base N Content
Sequence Length Distibution
Sequence Duplication Lovels
Ovemeprosented sequences.
Adapter Content

R
i St Col Camrter . 202¢{  Status Checks

Read 1:28
10xBC+UMI
—_ X

10x
Barcode

UMl Poly(dT)VN

-~ .
Read 2:91
Insert

— |

Sample
Index

@ 201126_A00605_0172_BHVVTNDRXX_TJ-2700_multigc_report.htmi

UNIVERSITET

Report for project TJ-2700 on
runfolder
201126_A00605_0172_BHVVTNDRXX
NGI Uppsala - SNP&SEQ Technology Platform

This is a report containing quality control information about your project run at
the SNP&SEQ Technology Platform. If you have any questions, please do not
hesitate to contact us at seq@medsci.uu.se

Report generated on 2020-11-27, 01:07 based on data in: /seqreports-data/nxf_work
/2b/d14a7ea223927ccT411226713e8 120

© Weicome Nt surs whers to star? [[TEEFTPSPITNY oo

General Statistics

S Copytable | i Configure Columns | WPlot | Showing %2/, rows and ¥ columns.
‘Sample Name %GC Length M Seqs
TJ-2700-1_S1_L001_R1_001 8% 28bp 535
TJ-2700-1_81.1001_R2 001 8% 91bp 535
TJ-2700-1_S1_L002_R1_001 6% 28bp 535
TJ-2700-1_ 1 1002 R2 001 48% 91bp. 535

checksums.md5

TruSeq Read 2

B SampleSheet.csv

Toolbox



Connected data resources
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Contains
personal or
sensitive info?

Data submission to public

repositories
Discipline- Making the data underlying your research publicly available to others is
specific data a fundamental part of a FAIR research process. When publicly available
repository and appropriately described, data can be re-used by yourself as well as

ists?
e others. Domain-specific public repositories offer the most direct routes

to making your data FAIR. This workshop will give you the why, where
and how of data sharing via repository submission, including hands-on
exercise. No prior knowledge is required in order to attend this
workshop.

Learning outcomes:
* Know the benefits of data sharing
* Know how to find a suitable repository for different types of data
* Have experience of a repository submission



Services for Swedish Life Science Research
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2 NBIS - Services
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NBIS provides services in a wide range of different areas and across many Life Science research areas.

We can assist you from the project planning phase, through the project execution, during the data deposition, and at the reporting.

L S .
A Bioinformatics support

We offer expertise in multi-omics, single cell,
genomics, proteomics, metabolomics,
structural biology and more. NBIS experts
work closely with the research group to
provide complex and tailored solutions.

r:'Q Bioimaging and medical
imaging

We provide the support you need to perform
state-of-the-art analyses on your image data,
using computer vision, machine learning, and
bioinformatics to analyze your images.

3 Data management
:
support and guidance

We assist researchers with data management
solutions so that research data can be shared,
reused, and benefit society. We address
questions regarding FAIR, GDPR, and more.

Datasharing

We enable access to secure data archives and
sharing platforms for sensitive datasets
within genomics and medical imaging. We
also provide support in submitting data to
international data repositories.

Software development

NBIS developers create and maintain easy-
to-use bioinformatics tools that help you to
easily investigate your research results. We
support you with web applications, code
reviews and more.

Compute Resources

(((©

We offer secure compute resources for
sensitive data, maintain relevant
bioinformatics software and data on high-
performance computing and storage
resources, and offer associated user support.

e

Unsure which service is applicable for your project? Talk to us first.
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Data management su pport and guidance We assist researchers with data management

solutions so that research data can be shared,
reused, and benefit society. We address
questions regarding FAIR, GDPR, and more.

We offer expertise in data management, policy documents and more.

Data management support Data submission support Research Data Managemen‘
Our data stewards can guide you in creating Get support with submitting your data to gu idelines
data management plans, decide on storage international repositories, such as the Written guidelines with the purpose to serve
solution, publishing your data, and more. European Nucleotide Archive, ArrayExpress, 25 ah information resource to lifastierice

Pride, etc. researchers in Sweden regarding research

data management
ece M- < ] % ¢ ©h + @

AIDA Data Sharing Policy q Guidance on working with q ScilifeLab RDM Guidelines =

human data e s B

Written guidelines and common practice in
using and sharing clinical imaging data for
research in Sweden and similar countries.

Home / Research data life cycle / Sharing phase
Written guidelines on working with and
Table of contents:

sharing research data derived from human
. Finding a suitable repository type « Findinga
subjects suitable

repository
type
« Recommended
discipline-
specific
repositories
© Genomics

data
© Imaging

data
© Metabolomics
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We enable access to secure data archives and sharing platforms for sensitive datasets within bioinformatics and medical imaging.

We also provide support in submitting data to international research data repositories.

Datasharing

We enable access to secure data archives and
sharing platforms for sensitive datasets
within genomics and medical imaging. We
also provide support in submitting data to
international data repositories.

FEGA Sweden ‘v AIDA Data Hub q

Share sensitive data from Swedish omics The AIDA Data Hub offers data sharing,

research in a responsible, safe and legally policy support, and secure Al compute

compliant way. services for researchers in Swedish medical
imaging Al.

Data submission support

Get support with submitting your data to
international repositories, such as the
European Nucleotide Archive, ArrayExpress,
Pride, etc.
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