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What is EMBL?

Europe’s centre of excellence
in life science research,
services and training

Founded in 1974 by 10 states
(now 29 + 1 prospect) as an
intergovernmental organisation
to promote the molecular life
sciences in Europe and beyond.

Sir John Kendrew, founding father
and first Director General of EMBL




EMBL sites — over 1700 people and more than 80 nationalities

EMBL-EBI

Bioinformatics

Grenoble

| structural biology

Barcelona

-+ | Tissue biology and
disease modelling

Hamburg
Structural biology

Heidelberg

Life sciences

Rome
Epigenetics

and neurobiology [

® EMBL Sites

@ Member States
Prospect Member States
Assaciate Member States

EMBL i
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Knowledge exchange challenges
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The EMBL Bio-IT project

Community initiative to build,
support and promote
computational biology
research at EMBL

European Molecular
Biology Laboratory

EMBL ¥

i Bio-IT

The Project Managers: Renato Alves Lisanna Paladin

+  BiolNT project manager
(Icabela Paredes Cienerog)
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The EMBL Bio-IT project

Community initiative to build,
support and promote
computational biology

research at EMBL

European Molecular
Biology Laboratory

EMBL i
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Data Science Centre

Managing, analysing and sharing data at a scale

Analysis Methods Technical Infrastructure

and Standards ® Data processing

® Artificial Intelligence compute

® Curated reference infrastructure
biodata sets ® Network

® Shared data analysis ®  Storage

workflows

People and training
Integrated Data

Management

)
e
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o
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® Internal training
and career
development

®  External training

® Data life cycles

Provision of Public
Data Services

Data resources
EMBL tools

EMBL i
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Bio-IT website: information hub

bio-it.embl.de

E-
=

e Courses and events
e Course materials
e  Consulting sessions

EMBL chat

GitLab

Coding platforms
Notes & survey tools
Other resources

@ Information

[w] A% [m]

rl

Coding clubs
Grassroots
Community blog

EMBL centers

IT services info
WikiHows
Newcomers guide







@

i Taskforce & community meetings

L] + News * Publish Menu v

@ CHANGED 19 HOURS AGD CEDTMBLE  Bio-T Taskforce Meetings

Old minutes

Bio-IT Taskforce Meetings

Cxpand sil

Rackta tap

Click here o join Zoam o okt
Meeting ID: 963 1820 3177 e Ceah CO(LFGG MOde/

Password: 604455

Online shared timer

CHANGED A FEW SECONDS AGO U EDITABLE

Next taskforce meetings
) ownep THis NOTE

TODISCUSS DISCUSSING DISCUSSED ACTIONS

e Data Science Community Meeting
* 2024-07-03 14:00

* 2024-09-04 14:00 click here to join the zoom meeting
* 2024-11-06 14:00

Past taskforce meetings Meeting ID: 823 807 3039
Passcode: r9VONE

+ 2023 and prior years
Running a Lean

Coffee:

+ Croate Board and
Columns

* Gather Topics

* Remove Duplicotes

* Prioritize Topics

+ Start the Timer
(10 mins.)

+ Begin Discussion
* Mojority Vote to
“Continue” (ond
re=start timer),

2024-01-10 14:00 (German-time) - hybrid % 3
¢ Jhy Next DS community meetings 2

Agenda

2024-02-07 14:00
2024-04-03 14:00
2024-06-05 14:00
2024-08-07 14:00

« Introductions & newcamers

* The Lean Coffee model

Todo from past meetings

» Expand list
. *Stop” the topic and
. * 2024-10-02 14:00 move to the next
Attending item, or Indicate
* 2024-12-04 14:00 “Ambivalent”
Please add your name here. ) —

Create new hullet points if necessary:

Past DS community meetings

¢ 2023-12-06 14:00
m_* 2023-10-04 14:00
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il Coding clubs

EPUG A bi-weekly meeting for
Python users at EMBL. Programming Clubs: EPUG and emblr
emblr A bi-weekly meeting for R

e Every Tuesday, 15:00 Germany time
e Alternating Python /R

e Introduce new topics?
pgthOﬂ o Image analysis

users at EMBL.

- Instal]atlon

a?}or‘Data “ Workflow Management Systems Club (IETS
Whi plotly e Monthly, first Thursday, 10:00 Germany time

BioinfoRome
VD

e Flexible schedule, discussion about technical
questions




i Community blog and Newsletter

grp-bio-it.embl-community.io/blog

Bio-IT Community Blog

This project aims to offer a
platform for sharing ideas,
resources, tools &
techniques, interesting
publications, interviews and
stories from all our

community members.

embl.org/internal-information

EMBL Intranet > Important updates

EMBL site
Applicable to

[J AUEMBL sites
Specific to:

[ Barcelona

[ EMBL-EBI

[ Grenoble

[ Hamburg

[ Heidelberg
[ Rome

Topic

Updates and
announcements

1December 2023
Bio-IT Updates: December Internal news ©
2023

: 4 November 2023
EMBI Bie-IT Bio-IT Updates: November
2023

BIO-TT

12 October 2023
Bio-IT Updates: October 2023

14 September 2023
Bio-IT Updates: September
2023

1 August 2023
Blc:IT; Bio-IT Updates: August 2023

810-T

EMBL i

°
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* Courses and events

BIO-IT TRAINING ~ COMMUNITY ~ RESOURCES ~

INFORMATION ~ EMBL CENTRES ~

COURSE MATERIALS

ONLINE LEARNING

Upcoming Courses

TRAINING INFORMATION

List of course and events that are planned, date/time and

place (in person / hybrid / online)

Hybrid format

Special mention: Bio-IT and Data Science Taskforce Meetings

Training plan 2024

List of courses that we plan to organise, including estimated
dates, status, links to materials/notes, lead and team

Invite to express training needs through the Bio-IT catalogue



https://bio-it.embl.de/events/data-science-taskforce-meeting-2022-12-07/
https://catalogue.bio-it.embl.de/courses/catalogue/

* Courses and events

catalogue.bio-it.embl.de

Bio-IT Training Catalogue Skills & Topics  Statistics Bio-IT Portal

Training Catalogue

This site hosts a catalogue of the past training events offered by Bio-IT.
Browse recent events or use the search feature to find events according to your desired search parameters. Results will populate the table below.
Glick on a Course or Event ftle to lear more.

Search Catalogue

Keyword Location
e.g. Python (] EMBL Hamburg
J EMBL Barcelona
Trainers 1 EMBL-EBI Hinxton
O EMBL Heidelberg
e.g. John Doe CJ EMBL Rome
1 EMBL Grenoble
SEmEHED CJ Online
TVYNDD O] IPMB - Heidelberg University
- Internal/External
YYYY-MM-DD
Event Format [~
Experince Leve
Skills T
(] Benchmarking bioinformatics tools (] Bioimaging

] Biological modelling

] Biological networks analysis

(] Cloud computing

(U Cluster computing (HPC)

) Command-iine computing

[ Computational workflow management
() Data management and curation

) Exploratory data analysis and visualisation (EDA)
(J GPU computing

(] Image analysis

L Programming languages

(] Software project management

() Statistics and machine leaming

[ System administration

) Text mining

(] Using specialised research software
(] Web technologies

(] Cancer genomics and personalised medicine
CJ Genomics and comparative genomics

O Instructor training

(] Metabolomics

L] Metagenomics and other meta-omics

CJ Multi-omics and single-cell integrative analysis
() Neurobiology and neuroinformatics

C] Open Science

O] Proteomics and protein analysis

71 Structural biology

Course: Version Control with Git
Course Overview

Description

Do you struggle to keep track of the changing versions of your scripts/programs? Have you ever made changes to a file, only to wish shortly afterward
that you could easily get back the old version? Do you want to learn how to harness the awesome features of GitLab for collaboration, issue tracking,
software publication, etc? This course aims to teach good practice in version control, using git in conjunction with the EMBL GitLab system.
Participants will learn: how to maintain a history of changes with Git and how to compare differences between versions; how to restore old versions of
files; how to synchronise local versions with a remote repository; how multiple developers can collaborate effectively on a project, and how to resolve
conflicting changes; how to manage a project through the GitLab interface; how to choose the right license for a project; how to work with Git directly
within your development environment (e.g. RStudio). The course will provide an introduction to Git via three different interfaces: the command line, a
graphical client, and GitLab.

By the Numbers Curious how your time will be spent?

Events Offered 5 Cumulative Hours Spent on Bio-IT Skills & Topics
Course Attendance Minimum 1 Beginner
15
Maximum 37 Intermediate
Advanced
Total 124 3
g 0
Course Duration (Days) Minimum 1 3
Maximum 2 H
. 5
Total 6
Timeline of Course Offerings (2018 to Present)
3
0°$

Interested in attending this course?

Click the button below to indicate your interest and join the mailing list for
upcoming instances of the course.

2015 2016 2017 2008 2019 2020 2021 2022

Date

Latest Course Resources:

Bio-IT Record (2022-10-24):

hitps:/ibio-it.embl i trol-with-git-git-embl-de-git-week
basic-module/

Git Repository (2022-10-24):

hitps://github.com/swearpentry/git-novice

Reference materials (2022-10-24):
hitps://pad.bio-it.embl.de/sd2Mk8YVSBUMgBKI-nLEyA

Events Offered

Version Control with Git & git.embl.de | Git week, basic module
Bio-IT Record: https://bio-it.embl. l-with-git-git-embl-de-git-week-b dul
Git materials: https://github.com/swcarpentry/git-novice

Reference materials: https://pad.bio-it.embl.de/sd2Mk8YVS8uMg3KI-nL6yA

Start Date 2022-10-24

Course Duration (Days) 2

Course Attendance 27

Instructor(s) Lisanna Paladin, Renato Alves
Location(s) EMBL Heidelberg Online

Reach Internal

Course Level Beginner

Hours per Skill Beginner Command-fine computing: 3

EMBL

Beginner Software project management: 3

Beginner Using specialised research software: 2 ) O vearsi197a-2020




Consortium project

Partners: 6 academic, 3 SME, 4 countries o W >
I o Coordinated by:

1. Bioinformatics introduction Isabela Paredes

| TRAINING AND PROFESSIONALISATION Cisneros
2. Introduction to Python IN COMPUTATIONAL LIFE SCIENCES
| @ biont-training.eu Long-term sustainability:
3. Command line and cluster computing Online training material for
Workshops in the | I self-paced learning with
i i ; translations
Basic Curriculum 4. Open and FAIR, data management Ciommumty event!

June 2023 December 2023 June 2024 December 2024 June 2025 December 2025 m>

11. Machine learning of biological data
I

10. Software best practices 12. System administration

020

o

o

Co-funded by E M B L ;
the European Union 5 O YEARS|1974-2024 ~ ®e®

Workshops in the
Advanced Curriculum 9. Instructors training



https://www.cecam.org/workshop-details/strategies-for-training-and-knowledge-exchange-with-a-consulting-perspective-1361

* Course materials

Course Materials

Links to training materials, in different formats when available
and contact of the main maintainer.

CBM courses Introduction to the Linux
Commandline

Sections:
e Bio-IT courses
e Cluster training
e Singularity training R
e CBNA courses |
[ J
[ J

Predoc course

Recommended Resources for Online Learning




o

e G Cods Vew Mo Sewos Bd Ocbey ofe Took e
Wt @ B B TR R - Addes -
Ruvern  Dumrdn  Dunshops D

P Pp—
c-m - Bsowconsen © . - @ Bt B B sowe - @ B WmpotOuna- €
182 S -
sarveys 1977 o surveys =S 5
select (species, vlﬂkyv' woight, year) %% * e
ﬂlun e LT .wrvvn twlﬂe 30463 ois of 13 variables
surveys 1977 © surveys_plot Large g5 (9 elements, 3 1)
e @ year_weight 92 obas of 3 varisbles
in © yearly_counts 192 obs. of 3 vaciables
191 challenge 378 surveys_1977 %% @ yoarly_counts_sex 372 obs. of 4 variables
Jor “grovpby(speces) BX 3
195 Sresnge(weight) rs (s racags o Ve 2
s o B zm o D L pass - C
196 hal)w_,!n surveys_1977 B%
197 vytw«i.-‘ oF
198 weight, . by_group-TRUE)
199
200
0
302
203
208
205
206
207
208
B
20 .
331 surveys_gw <- surveys T%,
m ﬂl(cr(‘?s.m‘“ﬂ K-
g: w—t I’Y _weight-mean mean (weight))
B e lmurvers
26
asow
37
3051 (TepLeved i
e
ke - @A 2000 wnan W
- mom e 9 = =




& EMBLchat ) = geme

62 channels Y sea D 1 & &
Bio-IT v
EMBL v R . start call
Generalchat or the Bio-IT o ick here tosign up fo
Q Find cha
EMBL v € Jelle scholtalbers
B Threads O you can directly push the image instead
~\ - o -
channe the shown error is a failure on uploading the artfact, pushing to the registry should probably just work
-~ channe
L] L] otherwise the image is also stored twice in the system
with the same error?
= Josep Manel Andres Moscardo
Welcomebot sot F Threads ¥C ingutarity push —docker-usernane gitiab-ci-token ~—docker-password SCI_I0B_TOKEN
container. sif oras://"SCI_REGISTRY_IMAGE"/"SCT_PROJECT_NAME" :"$CI_COMMIT_SHORT_SHA"
L} H . this also fails?

Awesome! I've added you to the following channels:

0 Christian Schudoma

'@ ah, it looks as if it fails at the build step then and never actually gets to the push
~Bio-IT & Bio-IT channel for general bioinformatics, computational support 20,401 need to comment out the artfact ine then inorder to advance to the push step?
Bio-IT channel for course/workshop and Bio-IT activity announcements & josep Manel Andres Moscardo
43 Can you share the repo?
g € Jelle scholtalbers
-GB Genome Biol omputational S t channel >
Build and p sine
-Mathematical Modelling Genome Biology Computational Support channel singularit
# Tags need to be e in order to run on a runner with priviledge mode

OCKS & Support channel for STOCKS EMBL's ~GBCS electronic lab and data management system

script:
singularity build container.sif Singularity
singularity push --docker-username gitlab-ci-token --docker-password SC

You may also be interested in the following (click their name to join):
phaFold g~ A channel to discuss protein folding with AlphaFold and related technologies

uld be done better &~ A channel to discuss scientific figures and other kinds of scientific output in a constructive way
[

Christian Schudoma

9 ttps.igit emb.de/schudomalphagecn_singulariy ~ it should be open

Awesome! I've added you to the following discussion channels for different programming
related technologies:

@
la]
@ 5
@
fa]
® c
o
oy
(-]
(]
@ i
fa]
30
(]
(]
(]
a]
o
(]
(]
(]
fa]
(]
(]
(]
a]
(]
(]
@ \
@ 1
(]

Christian Schudoma / phagecdn_singularity - GitLab
Git & Git and EMBL's GitLab i (I Channels EMBL GitLab Server “

~Julia Julia
-MachineLearning & For classic and deep learning discussions Monday
& channeis v §

ython g IO For those of you using GitLab@EMBL issue tracking features extensively, git bug may be of nterest.
-R_and_statistics R and statistics = If you are already using it, would love to hear from your experience.

2 g) Boards
-RStudio-Server &~ RStudio EMBL server (by ~GBCS) € )
Awesome! I've added you to the following support channels: [£) Playbooks nleoz w =
~-Galaxy @~ Galaxy@ BL (by ~G )
-Nextfl Nextflow workflow manager s System Console

Snakemake workflow manager
-S Apptainer / Docker g ty containers J. Integrations
Awesome! I've added you to the following channels: Marketplace
Announce jobs and other opportunities in or outside of EMBL. ' Download Apps

-marketplace &~ General trading, buy&sell, giveaways, lost&found, ...
-EMBLAIid-Heidelberg &~ EMBLAid channel for Heidelberg (see also channels for other sites). About GitLab Mattermost E M B L

°
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& GitLab v

git.embl.de
Git = Version control system

e System that records changes made to a project
(group of files) over time

o Keeps versions in a smart way
o Allows reverting back to a previous state

e Essential to (programming) projects involving
several people

o  Allows branching (working separately on
different features)

o Allows to compare/merge changes made

o Allows synchronization of repositories in

different places (distributed version control)

|

|
I

e

PLAN

IMPLEMENT

DevOps
(development +
operations)
platform

RELEASE TEST

PACKAGE



ing platforms

Genome Biology Computational Support

jupyterhub.embl.de - jupyterhub — =
Z Jupyterhub Home  Token paladin | @ Logout S “;;;:;f--; y TS mm 1 “‘“m.f"::f'“'('":m '"—_ e St u d IO

e TR e el
e s - son m R
in s t s - g . ‘ Varlance 3214.57415311687
183 | Mistopres Overlared L] 150
11 st ol - “goler, frea » 111000) 101.6 82 100.1 37,6 6.3 ...
i 185 s i Ta Adnit “ samssemsniens
. e ain s e s g e u
Server Options — B simnemene rstudio.embl.de
7 cuvedmrnt, e < nea), <d v Gt (1:50] 100 28 138 32 99 7 101 102 53
s e e, et Functions
1
< o JPNE 8 S i o8 Files  Plots  Packages Help  Viewer -
© DataScience environment 1 b, ol < elar 7 Zoom Ftwon- O f % on -
For Python, R and Julia notebooks and tensorflow processing ridiphe et i
195 Histogram of "Time To Admit'
Settings no GPU, 4-8 CPU, 16-32G RAM - for Alphafold and HPC cluster jobs + §
T = S
o General purpose desktop i g3
EMBL Desktop Environments for general use ) iRl 8 °
Settings no GPU, 4-8 CPU, 16-32G RAM v e 8
[ —— e g
i . natn = “Wistogran of ‘Tine To Adait'") o 100 200 300 400 SO0 600
e, 58 = S4K8)),
© Special purpose desktops e e B adeTin) Time To Admit
EMBL Desktop Environments with additional software or special use-cases :: i = —
Settings Image Analysis - with GPU - P100 16G, 4-8 CPU, 64-128G RAM - includes Fiji, ilastik, napar v .
" ™ P
© Coding environment = O
A web-based Visual Studio Code environment Welcome to GBCS' Galaxy instance!

Public Nama o Eml drese

+ Newto Galaxy?
Settings no GPU - 2-4 CPU, 8-16G RAM v o Take an interactive tour
Galaxy Ul | History | Scratchbook

g galaxy.embl.de

Don't havoan account? Rsisration or i Galay nstanco s diablo. leaso
contactan sdminsrator fo ssistance.

[

o cotwne [T o pick a Tutori.

1t you i oo are missing incur nstalation tl us!

- ot help? Use ane of hese channes o resch s

P H
e v e o o o s e, E M B L
5 O YEARS|1974-2024




& Notes/Presentation and survey tools

[N

pad.bio-it.embl.de

intro

History

Ouisited s d

Training pads

e, Aug 23, 202

2022/11/16-18 Deep Learning
course, notes

210 ficodip | # (@] ® ¢ @

CodiMD

Lisanna's Master Pad

dnsication £ 0 D
predocs

x
URL to project git repo - should
contain the actual paper.md:

Ovisiteds

# Git week @ EMBL: G
integration
will

jon we emonstrate the

commands

Demo workfl

**NOTEx*: if no

howcased in this tu

equisity

setup Vs Code

For

of VS Code

this tutorial we

extensi

11 use a co

Hhewnote | L Lssapandin +

Notes for predocs course
Ouisited 7.

HNew  @publish  Menu

@ crmnceoavernaco 0 comaie
eek @ EMBL: Git VS
mo workflow

Prerequisite:

Code integration

o 1.Inita Git repository

(new) file

o 3. The first commit
o 4. Another commit
b

o 5. Anew branch

© 6. Commit on a different branch
© 7. Switch to the main branch
© 8. Introduce another change
© 8 Merge
© 9. Resolve merge conflict
© 10. Interacting with EMBL Gitlab
* Wrapping up
« References

Git week @ EMBL: Git VS Code
integration

In this section we will demonstrate the basics of the
following it commands in Visual Studio Code:

+ git init :initialize a local repository

+ git odd : add files to a repo and stage their edits

+ git conmit : record new files and edits into a repo
history

« it branch : create anew branch in a repo history

* gt checkout : switch between two branches

merge branches

* git renote : manage remote endpoints

+ git push : upload repository to remote server

* git nerge

. v,
survey.bio-it.embl.de (‘n

4

EMBL Survey © Create survey urveys  @Help v of Configuration ~  Activesurveys@) &~ & paladin ~
Survey list
© Create survey 4 Back
Surveylist  Survey groups
Search: Status:  (Any) ~ Group:  (Any group) v m 2 Reset
[0 Action SurveyID~  Status~ Title~ Group~ Created~ Owner- Anonymized responses~ Partial Full Total Closed group
O |w 646227 > Deep Learning course - Day 2 feedback Default 15112022  bioit No 0 4 4 No
O |w 374587 > Deep Learning course - Day 1 feedback Default  15.11.2022  bioit No 4 5 9 No
O w o 764775 > Post-workshop survey Python course Default 28102022 5 o... - -
O |w| e 781197 > Pre-workshop survey Git course Default  25.10.2022 || cyian: 101005 o rus e st s anr et s o i
& B i B Pre-workshop survey Python course Default 20102022 || 5011608 o o s o ety |

What is your current position at
EMBL?

300
250

200

150

100

50
e
T &

Undergraduate student or
visitor for

PhD student
Postdoc

Staff

Group / Team leader
Other

No answer

Which site do you primarily

work at?

300
250
200
150
100

50

Barcelona
Grenoble
Hamburg
Heidelberg
Hinxton
Rome

No answer

training in the field of

How much work experience and ).2022

bioinformatics or data science

L TR e R ——

did you have prior to joining j2022 N p—
EMBL (i ing ur =
and PhD studies)? 3.2022

150 -

100 22022 &

. 3.2022

Essentially none

Less than 6 months.

Between 6 months and 2

years

Between 2 and 5 years

More than 5 years

No answer

EMBL

®e3e
5 O YEARS|1974-2024 C




& Other resources

band.embl.de

")
EURO - HBIOIMAGING . EOSClife

Bioimage ANalysis Desktop (BAND) # Home Login Contact About  Status

Welcome to the EMBL Bioimage ANalysis Desktop (BAND) Platform.
This platform offers cloud based desktops accessible with a web browser so that you can work on your
data from anywhere with an internet connection.

LU NI lease read the user guide, or watch the video tutorial if you are new to the BAND.

M agree to the
M agree to the
You will need to agree to the terms of use and the privacy notice to use the BAND.

Read this if you want to use the BAND for courses.

Please evaluate this service! Give your feedback () @) !

Available desktop applications

&y CelProfiler =

Cell Biology and Biophysics
Computational Support

Data analysis tools Notebooks Paper companion apps Tutorials

Work in progress

CSDA tutorial - Data handling and visualization

CSDA tutorial -
Probability distributions

dbusons

Thesinomis sbuion

The Garmma Posson cisiston

The &

outon

Tooks for vieualy comparieg
dnbusons 8,
Histograms

The cumdatie ditbusion uncton

The Gl

e s il - st package. £y i . & s
roq_counts
Summary

Referencas and scinonedgement




& Other resources

ds-wizard.embl.org

& Ds wizard
# Dashboard Welcome, Renato!
= Projects As a researcher, you create and collaborate on data management plans. 7
/—
[
| 4 a

Create Project

Project is a workspace where you create your DMP. It is based on a knowledge model, which
contains knowledge about what should be asked and how based on the research field or
organization's needs. You can use document templates to transform the answers into a
document. This document can be anything, from PDF to machine-actionable JSON.

You can create a new project from a project template that data stewards prepare for you to
have an easier start or from scratch where you set up everything yourself.

Renato Alves
Researcher

« Collapse sidebar
E M B L I
5 o
o
O YEARS|1974-2024 )




P265

4 Mathematica as » platform to develop tools for education,
€ata representation, and analysis in epidemiology

Community building and training in the

<sVio

EMBL Bio-IT project
Renato Alves, Lisanna Paladin

THE CONTEXT THE CHALLENGE

e NEBI ﬁ
evsL & Bio T — =

i, s
- l' ‘ -
I N p




- Consulting sessions

Bio-IT Drop-In Sessions

Drop-in sessions with Renato Alves and Lisanna Paladin run 10:00-12:00 every Tuesday
in the cafeteria/staff lounge at EMBL Heidelberg and/or online via Zoom. Check the

individual listings on the online events calendar for Zoom connection details.

For advice & help with:

e  General bioinformatics

e Command Line

e  Scripting

e  Task/analysis automation

e  Biocomputing at EMBL Heidelberg

°
090,
"""""

EMBL
5 O YEARS\197472024. 0


https://bio-it.embl.de/renato-alves/
https://bio-it.embl.de/lisanna-paladin/
https://bio-it.embl.de/online-courses-activities-events

© Newcomers guide

Table of contents

e  About Bio-IT Project

e  Members of the Bio-IT Community
° Computational Resources

e  Technical Setup

° Events

° Contacts

Bio-IT Newcomers Guide

Note that several linked pages in this document can be accessed only from inside the EMBL network

Table of contents

About Bio-IT Project
Members of the Bio-IT Community

.

Computational Resources

Technical Setup

Events

Contacts

About this document

This document is developed to help newcomers to learn all about computational systems at EMBL-HD, Bio-IT, and
(almost) everything that will help them intergrate with the bio-computational community of EMBL Heidelberg.

The information in this guide overlaps with the material contained in the other documents useful for newcomers to
EMBL. We also recommend that you check out the following resources:

Bio-IT EMBL website for general information about Bio-IT activities.

EMBL website for general information about EMBL.

EMBL newcomer's booklet including information about first day best practices, housing, banking, medical service,
chidlcare and family care, transportation, free time activities, additional informaton about Germany.

EMBL Staff Association website, including SA events calendar, forums and working groups and initiatives for the
EMBL-ites’ well being.

Heidelberg city quide, featuring city tour and events announcements.

Szilard library guide, including the catalogue and access information.

.

If you can't find the information that you were looking for, please go ahead and directly interact with the EMBL-ites via
the EMBL chat.
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