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»2> Reusing material after the course

Using Scilifelab serve

« 2 weeks for all

» 4 weeks accounts associated with a Swedish university
» Potentially extendable if you need it (email/slack me)

Run labs locally

« Pull images (instruction on pre-course material page)

» Build images by docker and run (instruction on pre-course material page)
» Error? Email/slack me and | will help with that: rasools@chalmers.se

Clone GitHub repo
 OMICINT_H24 branch is for this iteration of the course
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NB3S  Downloading files from Scilifelab serve o\
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Develop
Type Name Created Status Tags Actions
@ Jupyter Lab gem ([ 16/10/24 11:55 [ Running | project ]
@  RStudio gsa] 17/10/24 13:23 [ Running |
@ RStudio single cell 15/10/24 07:32 [ Running | project ]
@ RStudio lab_unsupervised_omics_integration (] 14/10/24 14:05 [ Running | project ]

*Note that all apps under Develop will be deleted 7 days after creation.

(J
Jupyter Lab _ RStudio
Jupyter @s#;dio
~
Manage Files

No instances.

Note that the file manager will be deleted after 24 hours.

File Manager ."
>
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Downloading files from Scilifelab serve o)

Develop
Type Name Created Status Tags Actions
%5 JupyterLab gemd 16/10/24 11:55 [ Running ] project |
@  RStudio gsal] 17/10/2413:23 [ Running | project |
@ RStudio single cell ' 15/10/24 07:32 [ Running | project |
@ RStudio lab_unsupervised_omics_integration [ 14/10/24 14:05 [ Running | project |

*Note that all apps under Develop will be deleted 7 days after creation.

(]
Jupyter Lab _ RStudio
Jupyter

~

Studio

Manage Files
Type Name Created Status Tags Actions
\p File Manager File Manager 17/10/24 14:29 [ Running |
Wer%hours.
— Note that the file manager will be deleted after 24 hours.

FileManager '\l If you don’t download in 24 h you need to repeat the
process!
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0‘: Q, Search...

BB My files f

Name P
New folder

BB rrojectvol
New file

£ Settings
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File Edit Code View Plots Session Build Debug Profile Tools Help

O -l &~ } Go to file/function ~ Addins ~
@ GEM_GSA.Rmd — (= Environment History Connections  Tutorial
KnitonSave ', O @ Knit - - &' I 2Run + % - o # Import Dataset - 1.46GiB ~ &

Source = Visual Outline R ~ 7} Global Environment -
el |--- Data
2 title: "GEM-based gene set analysis" ann_colors List of 3
3 subtitle: "Jonathan Robinson, Rasool Saghaleyni, OMICSINT_H24" - .
4 Author: "Jonathan Robinson, Rasool Saghaleyni™ colAnn 44 obs. of 1 variable
5 output: collapsedPathways List of 2
6 html_document: counts 27635 obs. of 44 variables
; :°C:f;”“: cs 52 obs. of 44 variables

oc_float: .

9 collapsed: false de.res 27635 obs. of 6 variables
10 fig_width: 10 design num [1:44, 1:23] 1111111111..
11 editor_options: edge_select List of 6
12 chunk_output_type: console eid2sym 52 obs. of 2 variables
{35 --- .
14 fgseaRes 114 obs. of 8 variables
12 <style type="text/css"> Files Plots Packages Help Viewer Presentation
1
17 blockquote { ©  New Folder © NewBlank File ~+ & | Upload © Delete = Rename {3 More -
18 background: #ECF8FF; 4 Home
19 border-left: 1@px solid #3989(B; A Name Size
20 margin: 1.Sem 1@px; lab

21 padding: @.5em 10px;

22 font-size: 14px; project-vol
23} R
24

1:1 3 GEM-based gene set analysis + R Markdown *

Console  Terminal - Background Jobs =0 P rOj eCt-VOI

R R4.3.1 - ~/lab/

[45] rappdirs_0.3.3 DelayedArray_0.28.0 gtools_3.9.4 caTools_1.18.2

[49] tools_4.3.1 httpuv_1.6.11 relations_0.6-13 R.00_.1.25.0

[53] glue_1.6.2 promises_1.2.1 grid_4.3.1 cluster_2.1.4

[57] generics_0.1.3 gtable_0.3.4 tzdb_0.4.0 R.methodsS3_1.8.2
[61] tidyr_1.3.0 data.table_1.14.8 hms_1.1.3 xml2_1.3.6

[65] utf8_1.2.4 XVector_0.42.0 pillar_1.9.0 stringr_1.5.0

[69] later_1.3.1 splines_4.3.1 dplyr_1.1.3 BiocFileCache_2.10.1
r731 lattica 0 22-5 hit 4 0 & +iducalart 1 2 0 larfit 1 5.0 8

Whatever you save on Project-vol will be saved on your folder and you can download it
from there.
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“: Q, Search...

-Q
BB My files A > project-vol

Name Size Last ga@dified
New folder

a few seconds ago
New file

£3 Settings
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= Invited lecturers' videos

SE
g YOUTUbe Search

Home

Shorts

-~
Subscriptions ‘E& %"ﬁl +
—

History

St ScilLifeLab

@ScilLifeLabSweden - 958 subscribers - 166 videos
Watch later
We are a national research infrastructure, funded by the Swedish government, that

Liked videos scilifelab.se/news and 3 more links

Home Videos Live Playlists

https://www.youtube.com/@ScilL ifelL abSweden

% aliXir

SWEDEN
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https://www.youtube.com/@SciLifeLabSweden
https://www.youtube.com/@SciLifeLabSweden
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Filtered and normalized datasets.

MIRN, Protains
MRNA

Data transformation

Q Repeated measures design
Q Pathway modules
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2) Graph theory, biological network topology

UMAP2
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Supported by all data
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DIy 3) Genome-scale metabolic modeling, flux balance analysis
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NB:3S Upcoming NBIS courses
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Future courses at NBIS

htt pS - // n b IS - Se/tra I n I n q/fu t u re See our course catalogue [ the ScilLifeLab Training Portal & or ELIXIR TeSS  for more training events across Europe.

R Programming Foundations for Data Analysis

2024-10-28 to 2024-11-01 (5 days) Deadline 2024-09-30
Uppsala and Lund
» More info

Homepage &' Apply

Programming Formalisms
2024-11-18 to 2024-11-22 (5 days) Deadline 2024-11-15
Online

» More info

Homepage @' Apply &

Introduction to bioinformatics using NGS data

2024-11-25 to 2024-11-29 (5 days) Deadline 2024-10-13
Linképing
» More info

Homepage 4 Apply

Python programming with applications to
bioinformatics

2024-11-11to 2024-11-15 (5 days) Deadline 2024-09-24
Uppsala, Ume3, Lund

» More info

Homepage &' Apply

Introduction to Data Management Practices
2024-11-19 to 2024-11-21 (3 days) Deadline 2024-10-13
Uppsala

» More info

Homepage 4 Apply

NBIS/ELIXIR-SE Tools for Reproducible
research

2024-11-25 to 2024-11-29 (5 days) Deadline 2024-10-18

Homepage 7 Apply &

» More info

EI?ﬁI‘
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https://nbis.se/training/future

NB?S Your inputs help us to improve!
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https://docs.google.com/forms/d/e/1FAIpQLSekELo
0i71zPUpH-
QYVi2TSFREIDH1g_y6qWZTIl _owLiHdcA/viewform

Omics Integration and Systems Biology,

_ _ Lund, October 2024
L I n k I n #g e n e ra I C h a n n e I O n SI aC k Thank you for filling the questionnaire. It is really important to us in order to continually

improve the course and the materials we deliver. In filling the questionnaire, please keep in
O r mind that your comments - which are not mandatory - are especially precious. We may

share anonymised information with course presenters and developers as well as for wider
quality/impact analyses.

on schedule page

rasool.saghaleyni@scilifelab.se Switch account (%)

£3 Not shared

Next Clear form
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