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Figures

Figure 1. Resource integration logic. The schema highlights the most important steps of data
processing. Individual inputs are labeled with letters. Orange letters indicate points of the
workflow where new data sources are introduced. Arrowheads and letters aid to track the flow of
information when it is not obvious. Purple, green and blue colors distinguish types of resources
that utilize experimental, predicted and both types of data, respectively. HHIs: host-host protein
interactions, HPIs: host—pathogen (here: SARS-CoV-2) protein interactions, DTIs: drug—target
interactions, TDLs: target development levels.
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Figure 2. Bipartite network of HPIs. Human and virus proteins are depicted by circles

and “v-like” shapes, respectively. The larger the node size, the higher the degree of the node
connectivity. Color of the human proteins encode their TDL annotation: blue: Tciin, orange: Tchem,
yellow: Toio, dark gray: Taak, light gray: unknown. A: The complete HPI bipartite network. B:
The subnetwork centered around the virus hub YWHAQ. The network was visualized with the

help of Cytoscape v3.6.0 [86].


https://doi.org/10.1101/2020.11.04.369041
http://creativecommons.org/licenses/by/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.11.04.369041; this version posted November 5, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY 4.0 International license.

| l '
N N NH, N N NH,
NH NH NH NH

Metformin Moroxydine

Figure 3. Molecular structures of metformin and moroxydin. Molecules were depicted with
the help of ChemAxon’s MarvinSketch v17.15.0 [87].
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Tables

Dataset Host Targets Viral Targets Compounds HPIs HHIs DTIs
Proteomics Study 102 - - - - -
CRISPR 105 - - - - -
Meta Path AI/ML 185 - - - - -
STRING 793 - - - 74,584 -
SmartGraph / HATs 116 - - - 241 -
Interactome Study 332 27 - 332 - -
P-HIPSter 38 28 - 155 - -
Predicted DTIs 46 - 31 - - 86
DrugCentral 129 - 625 - - 1,207

Table 1. COVID-19 focused network statistics. Shown are summary of individual data types

integrated into the Neo4COVID-19 Neo4j database. Of note, overlap may exist between data

types associated with the original data sources. HHIs: host—host protein interactions, HPIs: host—

pathogen (here: SARS-CoV-2) protein interactions, DTIs: drug—target interactions.
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