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We introduced a scoring system for link
reliability that considers three factors:

p Detection method (Sm)
[ Genes (IntAct, Biogrid, Mint, Innate, Dip, Matrixdb) - Interaction ’rype (Sf)

We have integrated datasets covering
three main topics of network medicine:

B Heterogeneous data
B Varying degrees of confidence

for the interactions = Diseases (DisGeNET, Biosnap) B Number of publications (Sp)
B Analysis influenced by multiple __ o _ Kp X Sp(0) + Km X Sm(ev) + Ki x Sy(ev)
aspects B Drugs (DG, Biogrid) MI = K, + K+ K,

VISUAL EXP LO HATIDN

Focusing on data exploration and using the visualization of _
multilayer network as the first attempt to allow exploro’rlon-
and analysis capabilities, we are developmg Ne’rLos (NETwork

Diseases
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The visual overview of NetlLas represen’rs the gene layer CQ'm >> RRR L
from our integrated dataset as the base block. .5_-__-;” 4 SRR B
Due to potential visual clutter we have defined clus’rers o*F-rgj s T e
based on their centrality score. The clusters are wsuollzed asviiag >> L . _
yellow dots that can be expanded. W AL A -3_; 'f..'-_:-.,_-_. e o i .
On this visualization, the user can mves’rlgo’re ’rhe m’rero_choh BN
between genes or explore the genes that compose a clus’rer B < > i e LT —
Search : [ | gﬂigmg ‘ .
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SRR ‘ One promlnen’r use is support to
e . . G drug repurposing.
e L The analyst can find a disease and

External edges: 886

study the affected genes, through

TNF is the gene

N the superimposition of layers and
R coordinated views that help to
. DR investigate the associations.

Then she can go into details and

o ol = compare the drugs that involve
Total genes: 29923 /29955 (99.89%) ¥ Total edges: 610616 / 610616 (100.00%) = : _F h
Single genes: 17274 /. 29955 (57.67%) Visualized edges: 32 / 610616 (0.01%) A ’ o . e p G r-I- O -I- O S e g e n eS 3

Clusters: 390 / 390 (100.00%) =

The genes of Malaria in orange, while in green, the genes that have in common
the disease and drugs. Adalimumab acts on four genes; while inspecting
Chloroquine, which operates on two genes, it is possible to see that they have in
common one single gene TNF, the most important one. This is a starting point
for the investigation of a drug combination strategy.
We are improving the analysis

Do not miss on NetLas updates!

Follow us on twitter @AWARE_sapienza

For more information visit
https://aware-diag-sapienza.githuh.io/NetLas-prototype/
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capabilities and the multilayer
visual representation.

We are focusing on exploring the
links” reliability information to
support a quality-driven analysis



