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NaviCenta — Hands on

Required files:
*  Gene_GSE177049_1.txt

Go to: https://www.sbi.uni-
rostock.de/minerva/index.xhtml?id=NaviCenta

Plugins:

e https://raw.githubusercontent.com/sbi-
rostock/AIR/master/Plugins/Overlays.js

e https://raw.githubusercontent.com/sbi-

rostock/AIR/master/iPlacenta/iPlacentaPlugin.js

Step by step:

¢ [1] Click “Show Overview”
*  [2] Explore sub maps
*  [3] Explore search bar

e [4] Tick “Legend” to learn about
systems biology symbols

e [5] Explore the legend
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RNA: TGFB1 4+
Insubmap: M2

Compartment: c2
Full name: transforming growth factor beta 1
Symbol: TGFB1
Former symbols: DPD1, TGFB
Synonyms: CED, TGFbeta
Annotations:
Source: HGNC
[1] Ensembl (ENSG00000105329)

[2]

=

Entrez Gene (7040)

[3]

HGNC (11766)

[4] HGNC Symbol (TGEB1)
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Overlay Plugin (account required)

Login

e [1] Click on the “person” icon on the top left of the
window
e  Enter “navicenta” as both user and password

Load Overlay plugin:

e [2] Click on three dashes on top left of the window
* [3] Click on ,,plugin”

*  [4] Copy: https://raw.githubusercontent.com/sbi-
rostock/AIR/master/Plugins/Overlays.js into the
pop up field

*  [4] Click “load”
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Load gene GSE177049 1.txt file:

¢ [5] Click “choose file”

*  Selectfile

¢ [6] Normalize each sample

e [7] Tick “Data has p-values?”

Generate Overlays

e [8] Click “Generate Overlays”

e [9] Click “Show Generated Overlays”
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Omics Plugin - Xplore (no account required)

Load iPlacenta plugin: Xplore — Downstream Enrichment

+ [1] Click on three dashes on top left of the *  [8] Select species (add selected)

window e [9] Manipulate
* [2] Click on ,,plugin” ¢ [10] Which phenotypes are affected?
* [3] Copy: Xplore — Upstream Enrichment

https://raw.githubusercontent.com/sbi-
rostock/AIR/master/iPlacenta/iPlacentaPlugin
.js into the pop up field e [12] View targets

¢ [11] Manipulate phenotypes of interest

*  [3] Click “load”

Xplore — Data Exploration:

*  Select species on map [4] to view regulators
[5], targets [6], phenotypes [7],

¢ Download list of regulators, targets, or
phenotypes
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A NaviCenta iPlacenta
‘The plugin misnsucriot has been oublished 35 3 PrePrint For sy further 5
questions, please contact the AIR team.
Xplore Omics. Variant MassSpec
Name .
Angiogenesis Data Exploration
Beel .
M1 N
. | sl 7
T — — -y
Macrophage MIM2 switch L Regulatorsll Targets Pl!rrmlvnrl HPO  Sequence
K - L - -
Mitochandria R .
Monocyte transmigration —_—
Copy )(csv J(Tsv ) Searche
NIColi chomwotais Regulator  Regulation Typs Raferance. .
Neutrophil apoptosis I JUNE  activation T 22348975
Neutrophil chemotaxis. 42;1:5\ i | NFK81 [ activation T 22348975
Full name: NADPH axidase 5. - STATI & activation T 2238975
ETED STAT3 (£ activation " 348975
Synonyms: NOXSA. NOXSE
Annotations: - wmaun | Showing 105 of S entries Previous | 1 | MNext
Source: HGNC g
12] Enembl(ENSGO00002553451 [ ]
B insiicoserturs_Be. bt showall X

Scroll down

ifa SHOW OVERVIEW Placenta

‘The plugin mansucript has been published as a PrePrint. For amy further 5

ovERLAE | suBMAPS RO questions, pleass contact the AIR team.

Xplare Omics Variant MassSpec

Name
Downstream Enrichment

Anglogenesis

Select perturbed elemen
Beell
M1
M2
Macrophage MIM2 switch (Tov
Mitachondria Element  * Knockout F
Monccyte transmigration Noxs O
NKCall chemotais c O
Neutrophil apoptosis TReE O
Neutrophil chemotaxis

Full name: NADPH axidase 5

Symbol: NOXS.

Synanymms: NOXSA. NOKSB

Annatations: wnstream Impact:

Source: HGNC —— —

[1] Ensembl (ENSGO0000255346) Phenotypes Paths KO Impact
- -——

Scroll down

A NaviCenta = of 2 [ ¢ n %3 SHOW OVERVIEW M LEGEND [ COMMENTS ~ x CLEAR [EeHIER o

.
Q [T} 1 The plugin mansucript has been published as a PrePrint. For any further x
SEARCH  OVERLAYS = SUBMAPS  INFO -] questions, please contact the AIR team.
Xplore Omics Variant MassSpec
GENERAL OVERLAYS:
REDOX_PATHWAY
Name View | Data - Upstream Enrichme!

Pathways and compart
ments O‘

Network Q
Empty Q
’

Select phenotype levels:

ntries s

Phenotypd 1 1 Select FC

cytotoxicity

USER-PROVIDED OVERLAYS: cytotrophoblast  0.25

N& Name View Data Edit
2| =]
2 pvale O Ll i‘

cytotrophoblast lysis )

1 log2FC

phagocytosis 0

receptor mediated phagocytosis 0

regulation of actin cytoskeleton

reorganization [

Showing 1 to 6 of 6 entries (filtered from 132 total entries)

Scroll down 5



16.02.2022
CRE Stillbirth Seminar

CON—TYY TN - e

= & O
= (11 l The plugin mansucript has been published as a PrePrint. Forany further 5
SEARCH OVERLAYS SUBMAPS INFO H questions, please contact the AIR team.
‘ Xplore Omics Variant MassSpec
GENERALOVERLAYS: i’ -
REDOX_PATHWAY
Name View | Data 12
== = e e e ——

Pathways and compart Q =

ments

Network Q ?
Empty Q ,

Identified targets:

All Elements.

0.45
0.40
0.35
0.30

L[]
025 . L000LAGAAALLALGALSQ I
020
015
0.10
005 . YTV YT YVY TN
070 078 080 085 090 095 100

|

I

I ‘Specificity
|

—

USER-PROVIDED OVERLAYS:

1
I
: 0.50 L) L ® L
I
I
I

Senstivity

Né&  Name View Data Edit

1 log2FC s o

2 pwae O+ o
Addoverlay | Refresh

4
X 110100000000040000004 I

@ nositiveTargets @ negative Targets A External Link

&.as txt &as.ong

Omics Plugin - Omics

*  [1] Navigate to the “Omics” tab Phenotype Inference

Load Gene GSE177049 1.txt file e [5] Click “Estimate Phenotype Levels
* [6] view phenotype estimation results

. [2] Click “choose file”
*  Select file

*  Mapping by:Gene Symbol *  [7]Scroll down the ,,Omics” tab and click
*  [3] Tick “Data has p-values?” ,Create Overlays”

¢ [4] Click “Read Data File” e [8] Click ,,Show Overlays”
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Omics Plugin - Omics Il

Target Inference:

the Omics plugin
*  [3] click “Predict Targets
e  [4] select regulator type (all elements,
proteins, receptors, miRNAs, IncRNAs,
transcription factors)
e [5] select number of elements for target
combination prediction
/ﬁ‘NaviCanta
Q = i
SEARCH OVERLAYS INFO
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Name View

[1] Navigate to “Target Inference” tab within

[2] select sample group for target inference
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e [6] click “Predict Combinations”
e [7] scroll down to view results

Fetch EnrichR KEGG results:

*  [8] Navigate to ,,EnrichR” tab within the
Omics plugin

*  [9] Select EnrichR Library

¢ [10] click “Fetch EnrichR Results”
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2. Analyze Data
——-—-—-—-—-1
Phenotype Inference Target Inference L Enrichr 1
- e e el

Define thresholds to create gene sets from the data:

FC Threshold (abs): |1.00

p-value Threshold:  |0.05

Select an Enrichr Library:

l KEGG_2019 Human

10

Show entries Search: I

Rank * Term adj. p-value Combined score
1 PPAR signaling pathway 0.0281 310.2508
2 Neuroactive ligand-receptor interaction 0.0281 103.8509

S Cytokine-cytokine receptor interaction 0.1272 45,5135




NaviCenta — How to Leave Feedback

* [1] Right click on the species of interest
e [2]Select “add comment”
e  [3] select Type (i.e. specific species, reaction, or general)
¢ [4] add comment in the “Content” box
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