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Humanized SXR Mouse by knock-in of human SXR LBD

ISH of Cyp3a11

Vehicle

RIF

PCN

Wild

Fig. 4.

hSXRKi

Humanized response of hSXRki mice to RIF and PCN; In situ hybridization for Cyp3all mRNA in liver. A DIG-labeled

cRNA probe for Cyp3all was hybridized and developed for purplish blue chromogenic reaction. Histologically, Cyp3all
induction was localized around the central veins in both mice with species-specific ligands, respectively.

human-specific ligand RIF to the mice. Induction of the
well-known SXR-regulated genes, Cyp3all and Ces6
was monitored by Percellome quantitative RT-PCR. As
shown in Fig. 3, in the liver and small intestinal mucosa,
RIF, but not PCN, induced Cyp3all and Ces6 in hSXRki
mice (closed column), whereas PCN exclusively induced
these genes in WT mice (open column). ISH of Cyp3all
of the liver also showed humanized responses in hSXRki
mice (Fig. 4).

DISCUSSION

We generated a new humanized mouse model in which
the ligand binding domain (LBD) of human SXR was
homologously knocked-into the murine SXR gene so that
systemic response induced by human-selective SXR lig-
ands can be monitored in mice. Firstly, we showed that
mRNA from this chimeric gene was expressed at appro-
priate levels in the same tissues as the endogenous mouse
SXR gene in WT mice. Then the humanized response
of the mouse was confirmed by monitoring its response
to the human-selective activator RIF, and the lack of
response to the rodent-selective activator PCN.
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There are relatively few reports about the regulation of
SXR expression to date. Aouabdi ef al. (2006) reported
the presence of a PPAR alpha binding site 2.2 kb upstream
of the transcription start site in human SXR. This site cor-
responded to the induction site with clofibrate in the rat
and they further confirmed its importance using human
liver cancer cell line (Huh7). Jung et al. (2006) report-
ed the presence of four FXR binding sites in intron 2 of
the mouse SXR gene that were required for FXR regula-
tion of SXR expression. This intron 2 region is complete-
ly intact in our hSXRki mouse. Therefore, the regulation
by FXR should be preserved in our mice.

Compared to the previously generated humanized Alb-
SXR, SXR BAC, and hSXR genome mice, we contend
that our hSXRki mouse has an advantage because the
human-mouse chimeric gene is expressed in the same tis-
sues and at similar levels to endogenous SXR in WT mice
under control of the mouse promoter. This feature would
make this model suitable not only for systemic toxici-
ty but also toxicity at various stages of development of
the embryo and fetus, maturation of infant, and of senes-
cence, where the cis and #rans regulations might be crit-
ical in its regulation (Sarsero et al., 2004) (Konopka ef
al., 2009). Thus, we believe that our system has a broader
application range for toxicological studies.
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Abstract

Interactions of proteins regulate signaling, catalysis, gene expression and many other cellular functions. Therefore,
characterizing the entire human interactome is a key effort in current proteomics research. This challenge is complicated by
the dynamic nature of protein-protein interactions (PPIs), which are conditional on the cellular context: both interacting
proteins must be expressed in the same cell and localized in the same organelle to meet. Additionally, interactions underlie
a delicate control of signaling pathways, e.g. by post-translational modifications of the protein partners - hence, many
diseases are caused by the perturbation of these mechanisms. Despite the high degree of cell-state specificity of PPls, many
interactions are measured under artificial conditions (e.g. yeast cells are transfected with human genes in yeast two-hybrid
assays) or even if detected in a physiological context, this information is missing from the common PPI databases. To
overcome these problems, we developed a method that assigns context information to PPls inferred from various attributes
of the interacting proteins: gene expression, functional and disease annotations, and inferred pathways. We demonstrate
that context consistency correlates with the experimental reliability of PPIs, which allows us to generate high-confidence
tissue- and function-specific subnetworks. We illustrate how these context-filtered networks are enriched in bona fide
pathways and disease proteins to prove the ability of context-filters to highlight meaningful interactions with respect to
various biological questions. We use this approach to study the lung-specific pathways used by the influenza virus, pointing
to IRAK1, BHLHE40 and TOLLIP as potential regulators of influenza virus pathogenicity, and to study the signalling pathways
that play a role in Alzheimer's disease, identifying a pathway involving the altered phosphorylation of the Tau protein.
Finally, we provide the annotated human PPl network via a web frontend that allows the construction of context-specific
networks in several ways.
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or developmental stage) and second, the tissue or intracellular
compartment where the proteins are expressed or located
(different organs and tissues have very specific protein composi-

Introduction

The advent of high-throughput techniques to measure and

perturb molecular species in a systematic way has enabled
researchers to assess the different layers of cellular metabolism
under different experimental conditions. Protein-protein interac-
tion (PPI) networks created by a variety of methods including
yeast-two-hybrid (Y2H), mass-spectrometry (MS) and computa-
tional predictions {1,2] are valuable research resources, and have
been used heavily in the last decade. However, a major drawback
of these data is that the artificial expression systems used to
reconstruct PPI networks do not take into account two of the many
factors that are essential to understand the biology of the cell: first,
the time-point at which the proteins are expressed (e.g., cell-cycle
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tions). Therefore, two proteins may be reported as interaction
partners, although they are expressed in different tissues or at
different time-points. While high-throughput studies acknowledge
these caveats, PPl databases collect these data without mecha-
nisms explicitly directed to discern the biclogical plausibility of a
reported interaction. Therefore, the selection of proteins expressed
in a specific cell type or compartment would allow the generation
of subnetworks that more realistically represent biological
processes in the respective cell types or cellular compartment.
Several attempts have been made to investigate the tissue-specific
binding behavior of single proteins and the spatio-temporal
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Author Summary

Protein-protein-interactions (PPIs) participate in virtually all
biological processes. However, the PPl map is not static
but the pairs of proteins that interact depends on the type
of cell, the subcellular localization and modifications of the
participating proteins, among many other factors, There-
fore, it is important to understand the specific conditions
under which a PPl happens. Unfortunately, experimental
methods often do not provide this information or, even
worse, measure PPls under artificial conditions not found
in biological systems. We developed a method to infer this
missing information from properties of the interacting
proteins, such as in which cell types the proteins are found,
which functions they fulfill and whether they are known to
play a role in disease. We show that PPIs for which we can
infer conditions under which they happen have a higher
experimental reliability. Also, our inference agrees well
with known pathways and disease proteins. Since diseases
usually affect specific cell types, we study PPl networks
of influenza proteins in lung tissues and of Alzheimer’s
disease proteins in neural tissues. In both cases, we can
highlight interesting interactions potentially playing a role
in disease progression.

dynamics of PPI networks [3,4,5,6,7,8]. In a recent study evaluating
the characteristics of publicly available PPI databases, we demon-
strated that the use of subnetworks (which include only interactions
of proteins expressed in the same tissue) identifies potential
mechanisms or pathways that would remain obscured if the
complete PPI database was used [9].

In addition, many proteins have multiple functions, carried out
in cooperation with distinct sets of interacting partners. Networks
of interacting proteins with coherent function have been termed
context networks [10]. Here, we adopt this notion of context and
extend it to PPIs or networks of proteins being expressed in the
same tissue or cooperatively transmitting signal flow.

There is a lack of studies testing systematically the potential of
adding context information to PPI networks in recovering
meaningful PPI subsets and, although there are a few approaches
that allow to add expression or functional information to PPI data
[11,12,13], convenient methods for the creation of such context-
specific subnetworks are generally missing.

Here, we introduce an approach to add context to PPI networks
using annotations and relations between the interacting partners
and demonstrate that context-specific PPI networks are enriched
in high-confidence interactions. We use this approach to inves-
tigate how the proteins of the human influenza virus interfere with
the immune response of the host cell in a tissue-specific manner,
finding novel potential regulators of influenza virus pathogenicity,
and to study the brain-specific signaling pathways that play a role
in Alzheimer’s disease, identifying a pathway involving the altered
phosphorylation of the T'au protein. Thereby, we illustrate how
the addition of context to PPI networks can guide researchers in
the discovery of meaningful interactions and pathways, which
would otherwise be obscured by the vast amount of irrelevant (for
a specific question) and partly erroneous amount of PPI data.

Materials and Methods

Data sources

Our approach to add context-specific information to human
PPI data was implemented in the HIPPIE database [14]. HIPPIE
is an integrated PPI database that currently contains more than
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101,000 interactons of ~13,500 human proteins. HIPPIE is
regularly updated by incorporating interaction data from major
expert-curated experimental PPI databases (such as BioGRID
[15], HPRD [16], IntAct [17] and MINT [18]) in an automated
manner using the web service PSICQUIC [19]. All interactions
have an associated confidence score based on the sum of cumula-
tive supporting experimental evidence.

Individual proteins were associated with tissues, subcellular
locations and biological processes in the following manner. First,
proteins were associated with tissues (based on their gene
expression profiles retrieved from BioGPS [20] and using the
method defined in [9]) or defined as housekeeping (using a list
from [21]). Next, associations with biological processes and
subcellular locations were determined according to the EBI Gene
Ontology (GO) annotation (release from October 28, 2011;
reduced to GO slim terms) [22], and to MeSH terms belonging to
“Diseases” (class C) or “Tissues” (class Al0) that annotate the
biomedical references associated to them in MEDLINE (release
2012; gene2pubmed at NCBI fip site).

Context association

We associated an interaction with a tissue when both interactors
are expressed in the same tissue (e.g. “lung”). Given a term of a
functional ontology, we associated an interaction with this function
when both interactors are annotated with either the given
functional term or with children of it in the hierarchy of the
ontology. For example, the GO term “transport” would be
associated with an interaction between a protein annotated as
involved in “vacuolar transport” and another protein annotated as
involved in ‘“nucleocytoplasmic transport”. Functional terms
considered were either GO terms or MeSH terms. We excluded
the rather unspecific top-level terms ‘biological process’, ‘cellular
component’ and ‘cell’. Additionally, we ignored categories that are
associated to less than 20 interactions.

Edge directionality

Our approach includes a method to infer directed PPIs. This
inference of interaction (edge) directionality needs sets of proteins
predefined as sinks and sources. As default sources and sinks, we
connected all proteins annotated with the GO terms ‘receptor’ and
‘sequence-specific DNA binding transcription factor activity’,
respectively, in the UniprotKB [23]. This is done assuming that
signal pathways follow the transmission of information through
interacting proteins starting in cell surface receptors that collect
external cues and ending in transcription factors as final effectors
on gene regulation, following [24]. L'o infer edge directionality, all
pairwise shortest paths between proteins of the source and the sink
sets present in the generated output network are calculated. We do
not consider edge weights and, hence we are able to determine
each shortest path in linear time via a breadth-first search. An edge
of the network is considered to be directed if at least one shortest
path goes through that edge. The direction of the path (from source
to sink) determines the direction of the edge. Edges with conflicting
orientations of passing paths are not assigned directionality.

Pathway enrichment analysis

Yor the evaluation of the influenza virus host factor network
generation we performed pathway enrichment analysis with
ConsensusPathDB (run on August 30, 2012; [25]). We used a
cut-off of 0.05 on the g-value, which is the false discovery rate
(FDR) adjusted equivalent to the p-value. "The background control
for the tests was the complete list of proteins annotated as expressed
in the given tissues (and with PPI information in HIPPIE).
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Definition of up-regulated genes upon influenza

infection

We retrieved the preprocessed microarray data described in
|26] measuring gene expression changes over multiple time points
in a lung adenocarcinoma cell line (Calu-3) infected with influenza
A/Netherlands/602/2009 (HIN1). Yo select steadily up-regulated
genes we filtered for probes differentially expressed at the last three
time-points in the time series (30, 36 and 48 h) with a g-value less
than 0.01 and a log2 fold change greater than 1.

Literature mining protocol to obtain PPls associated to
Alzheimer’s and protein phosphorylation

To generate a list of PPIs related to Alzheimer’s and protein
phosphorylation, first, we used the webserver MedlineRanker [27]
to retrieve a list of ranked PubMed abstracts (corresponding to
manuscripts published within the last 5 years) according to their
relevance to the search term “Alzheimer phosphorylation”, which
relates Ioosely to the question of interest. Next, we input the top 50
abstracts from MedlineRanker into the webserver PESCADOR
[28], which extracts a network of potential PPIs based on a set of
PubMed abstracts. In our example, PESCADOR outputs 10
interaction pairs (type 2; co-occurrence of genes or proteins within
a sentence containing a biointeraction termy), of which only 4 pairs
existed in HIPPIE as scored interactions (PSENI1:PSEN2,
GSK3B:MAPT, APP:BACE], PPP2R4:SE'l). These confirmed
PPIs were then used as input for further analysis.

Results

Context-specific and directed PPl networks

We inferred context information for all interactions in the
human PPI database HIPPIE [14]. This database collects human
PPIs for which there is experimental evidence. The amount and
quality of the experimental evidence supporting each PPI is
evaluated with a confidence score that ranges from 0 to 1. In a first
step, we associated all 13,477 proteins in HIPPIE with the
following attributes: tissue-expression, GO biological process and
cellular compartment, and inferred annotations for the MeSH
categories disease and tissue. We then inferred context associations
to the PPIs according to the annotations of the interacting proteins
and taking into account the hierarchical structure of GO and
MeSH terms (see Materials and Methods for details).

By assuming that a large fraction of signaling events transmits
information from proteins sensing environmental changes to
effector proteins altering the cellular state, we computed shortest
paths from membrane-bound receptors to transcription factors
(I'F) through the network. From the predicted information flow we
assigned edge directionality to interactions on these paths (see
Materials and Methods for details).

Overall, we were able to associate context to more than 97,000
of the 101,131 interactions of the current version of HIPPIE,
Interactions for which we inferred or collected annotations had
significantly better experimental evidence (Figure 1A). 'This
suggests that annotated interactions might have higher biological
significance than non-annotated ones.

As expected, we observed that more specific context categories
were associated to interactions with higher experimental reliability:
while the confidence scores of interactions with rather unspecific
and ubiquitous terms resemble the overall confidence score
distribution, interactions with highly specific terms usually have
a higher than average confidence score (Figure 1B-C). For
example, the 43,372 interactions associated with the GO category
‘cytoplasm’ (of depth 1 in the GO hierarchy) have an average
confidence score of 0.675 as compared the average of 0.670 over
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all interactions. On the other hand, the 159 interactions associated
with the (depth 3) GO category ‘ribonucleoprotein complex
assembly’ have an average confidence score of 0.754. We observed
a similar tendency for more specific MeSH terms to have a higher
experimental reliability.

T'o demonstrate that our automated context association approach
allows identification of relevant interactions, we tested if networks of
interactions of our inferred MESH-based disease-annotation are
enriched in well-known disease proteins. "L'herefore, we repeatedly
generated disease-context networks around a set of canonical disease
proteins. As a canonical disease protein specification, we retrieved
the manually curated UniProt Knowledgebase disease protein
annotation. Yor each of the canonical disease proteins, we gene-
rated two types of networks: (a) disease networks consisting only of
interaction partners of the disease proteins that we had associated
with the equivalent MeSH disease term and (b) unfiltered PPI
network consisting of all interaction partners of the disease protein
from HIPPIE. We did this for all disease proteins where the disease
was associated with at least two disease proteins in UniProt and at
least two interactions that we had associated with this disease. To
quantify the enrichment of disease proteins in these networks we
repeatedly calculated the F1 score, the harmonic mean of precision
and recall (F1= 2*precision*recall/ (precision+recall)). A one-sided
Mann-Whitney-test comparing the distribution of ¥1 scores between
the disease networks and the non-filtered networks indicated that the
F1 scores for the disease networks were significantly larger (p<<0.05)
proving an enrichment of disease proteins in the disease filtered
networks (without losing sensitivity by removing disease proteins in
the filtering step). "The mean precision on the filtered networks was
0.47 and on the unfiltered networks 0.21. 'The mean recall for the
filtered networks was 0.14 and for the unfiltered networks 0.15. "This
illustrates that in exchange for a small decrease in recall the precision
can be more than doubled by applying the MeSH disease filter.

We then investigated the potential of edge directionality infer-
ence based on the shortest paths between membrane-bound
receptors and I'Fs through the PPI network to recover known
pathways. We retrieved pathway annotations (extracted from
WikiPathways download March 29, 2012) and computed the
shortest paths through HIPPLE between all pairs of receptors and
TFs within the same pathway (excluding only pairs that directly
interact or could not be connected by any path). We counted the
number of proteins of each pathway found on the shortest paths.
We found for 3163 of the 5063 pairs that this approach correctly
identified proteins of the selected pathway. The mean precision
(the fraction of proteins on the paths that indeed belonged to the
correct pathway) over all combinations of receptors with
transcription factors was 0.20. The mean recall (the fraction of
the pathway that was recovered by considering the paths between
one receptor and one transcription factor) was 0.02.

"T'o assess if the agreement between shortest paths and canonical
pathways was larger than expected by chance, we generated a
background distribution by computing repeatedly the shortest paths
between a receptor and a LY from different pathways and
computed the overlap between the proteins on the shortest paths
to either the I'F- or the receptor-contairing pathway. We found that
the overlap distribution was significantly higher when the receptor
and the TF were members of the same pathway (p<<0.001; Mann-
Whitney-test) proving the potential of shortest paths to recover the
signal flow between T'Fs and receptors when functionally related
pairs of receptors and transcription factors are chosen.

We wondered if we could further increase the overlap between
the shortest paths and the canonical pathways by filtering the
networks for tissue expression. 'T'o associate pathways with tissues,
we determined for each pathway which tissues were enriched
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Figure 1. Experimental reliability of annotated PPis. (A) All 101,131 PPIs in HIPPIE are scored according to their associated experimental evidence
with a value that ranges from 0 to 1:and increases with the quality and amount of experimental evidence reported in PPl databases [14]. We were able to
infer context to a fraction of interactions accerding to: GO terms biological process (BP) and cellular component (CC), MeSH terms {subcategories disease
and tissue) and tissue or housekeeping expression. The numbers in the bars indicate the mean experimental score of the non-annotated fraction (above,
black font) and of the annotated fraction (below, white font), respectively. All mean-score differences between annotated and not annotated interactions
were significant (p<<0.001; Mann-Whitney-test). (B~C) Box plots visualizing the distribution of experimental scores of PPIs associated with GO (left) and
MeSH (right) term categories. (B) The scores for GO and MeSH terms decreased generally for less specific terms (the only exception was GO terms depth 2,
which was associated with interactions of a lower mean confidence as compared to GO terms depth 1). (C) GO and MeSH terms were subdivided in
quartiles according to the number of interactions annotated for each category. The scores decreased for terms associated to higher numbers of interactions.
doi:10.1371/journal.pcbi.1002860.9001
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among the genes of the pathway (Supplementary Table S1 lists
pathway that are associated to more than 2-fold enriched tissues).
Inspection of the tissues enriched among proteins forming a
pathway revealed that in many cases they indeed reflect plausible
locations for pathway activity. For example, immune response
pathways were enriched among blood cells and pathways asso-
ciated with neurodegenerative diseases and addiction in brain-
related tissues.

We repeated the computation of shortest paths linking receptors
to transcription factors in tissue-specific networks for combinations
of pathways and tissues listed in Supplementary I'able S1 and for
all pairs of receptors and transcription factors that were expressed
in the respective tissue. Indeed, we observed an increase of the
mean precision to 0.24, which indicates that we could increase the
amount of meaningful interactions by additionally filtering for
tssue expression. ‘The recall remained low (at 0.03), which is not
surprising since many pathway-related proteins were not present
in the considered tissue-specific networks and, hence, could not be
detected. Again, the amount of pathway proteins on the tissue-
specific shortest paths between receptors and T from the same
pathway was significantly larger as compared to shortest paths
between receptors and TF from different pathways (p<<0.05).

T'o further investigate if the described context-associations can
help to extract pathway information from networks, we compared
the frequency of protein pairs being member of the same pathway
(as defined by WikiPathways) among tissue-specific PPIs (both
proteins where required to be co-expressed in at least one tissue)
and compared this frequency to PPIs between proteins that are not
expressed in the same tissue. We observed that interacting protein
pairs that are expressed in the same tissue are indeed more likely to
be in the same pathway as compared to interacting protein pairs
that are expressed in disjoint sets of tissues (p<<0.001). ‘This, again,
demonstrates that the annotations have captured properties
related to pathways and suggests that the filtering helps revealing
pathway information.

In the next sections we use the context-associated PPI network
to obtain novel insights into the mechanisms of human disease: we
perform a targeted study of the PPl network surrounding the
human proteins that interact with influenza virus proteins to find
potential regulators of viral pathogenicity, and we explore the
question of whether and how altered protein phosphorylation
might be a cause of Alzheimer’s disease.

Context-specific subnetworks of influenza virus host
factors identify known disease pathways and suggest
novel pathogenesis mechanisms

We analyzed PPI data of human proteins that interact with
influenza virus proteins. Influenza viruses infect bronchial
epithelial tissue and many . cell types in the lung, sometimes
resulting in viral pneumonia |29]. We started by obtaining a list of
87 human proteins that have been shown to interact with at least
one influenza virus protein in a previous study [30]. From this list,
we observed that 23 proteins were expressed in bronchial epithelial
tissue (BE'L), in whole lung, or in both tissues - we refer to these
proteins as first layer host factors. We created the second layer by
filtering tissue-specific proteins (expressed in BE'T" or whole lung)
that interact with members of the first-layer (Figure 2A). "Together, the
first and second layers compose the tissue-specific PPI subnetworks.

Next, we identified known pathways enriched in the BET- and
lung-specific PPL subnetworks, and found both similarities and
differences in the cellular functions of each (see Materials and
Methods for details on the enrichment analysis and a full list of
enriched pathways in Supplementary Table 82). Both subnetworks
showed enrichment for processes related to programmed cell
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death and eukaryotic translation. "These results are consistent with
functions known to be activated or disrupted by influenza virus
infection-[31,32,33]. In addition, proteins in the BE'L" subnetwork
exhibited a stronger signature in processes involved with trans-
criptional regulation, sumoylation, and the regulation of mRINA
stability (in particular, the stability of AU-rich element-containing
mRNAs). Although these processes tend to be associated with
general housekeeping functions, we point out that many cytokine
and interferon mRNAs contain AU-rich elements [34]. This
observation suggests, hypothetically, that influenza virus proteins
may function to dysregulate cytokine mRINA stability in BET, a
function that could impact influenza virus pathogenesis through
modulation of immune cell infiltration and function. In relation to
sumoylation, it has been noted recently that influenza virus can
gain protein functionality during infection by interacting with the
sumoylation system of the host cell [35]. On the other hand, the
lung subnetwork was uniquely enriched for processes related to
cell-substrate adhesion (pathway “signaling events mediated by
focal adhesion kinase™). Because cell adhesion is important for
maintaining cellular viability and epithelial barrier function, it is
possible that influenza virus protein-mediated interference with
this process could impact both the amount of virus-inflicted
damage upon the lung and dissemination of influenza virus into
extra-pulmonary sites. )

Cells respond to influenza infection by producing cytokines and
chemokines [36,37], while viral proteins counteract this innate
immune response. One example of a viral protein that directly
interferes on the protein level with cellular immune pathways is
NS1 (its involvement in immune response suppression is reviewed
in |38]). Here, we noted that the lung PPl subnetwork which was
centered on viral protein-host protein interactions was enriched
for several curated pathways involving Toll-like receptor (I'LR)
and IL~1 receptor (1L-1R) signaling (e.g., “I'LR JNK”, “TRAF6
mediated IRF7 activation in TLR7/8 or 9 signalling”, “IL-1
JNK?, “I'LR ECSIT MEKK1] JNK” and “ILl-mediated
signaling events”). Although these pathways are expected to be
activated In response to viral infection, no previous study has
identified any role for any influenza virus protein in perturbing
TLR or IL-1R signal transduction. Several host proteins were
consistently observed ‘in most/all of the enriched TLR/IL-1R
pathways from the influenza PPI lung subnetwork, including
IRAK]1, TOLLIP and MyD88. Under normal conditions, the
IRAK kinase associates with T'OLLIP (an inhibitory molecule),
and upon receptor stimulation, IRAK1 is recruited to the TLR/
1L1R-receptor complex through its interaction with MyD88
(reviewed in [39]). Recruitment results in activation of IRAK1
kinase activity and subsequent activation of MAP kinase pathways,
NF-kB-dependent gene expression and interferon o induction.
Altogether, these observations suggest the novel possibility that
influenza virus proteins interfere with TLR/IL-1R signaling in
lung  possibly by accessing a critical regulator of TLR/IL-1R
signal transduction (i.e., IRAK1) an observation that may have
implications for the regulation of pathogenesis associated with
influenza virus infections.

A recent study demonstrated that signaling through the IL-1
receptor has a protective effect in mice infected with the pandemic
1918 influenza virus [40]. Another study reported that IL-1
receptor-deficient mice succumbed more easily than wild-type
mice to infection with an H5N1 virus of low pathogenicity (A/
Hong Kong/486/1997) |41]. Moreover, 1L-1 receptor-deficient
mice showed reduced inflammatory pathology upon infection with
A/Puerto Rico/8/34 (HIN1) influenza virus |42]. Several studies
also established that influenza virus infection is sensed by TLR7 in
plasmacytoid dendritic cells [43,44,45,46,47,48). However, none
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Figure 2. Tissue-specific PPl subnetwork of human proteins interacting with influenza virus proteins. (A) Influenza proteins (red)
interact with 23 first layer’ host proteins (blue). These first layer proteins have interaction partners that are specific for the bronchial epithelial tissue
(BET) subnetwork, for the lung subnetwork or are shared between both subnetworks (all in green). Details of the genes in this figure are given in a
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Cytoscape file (File S1). (B and C) Mini-networks for BET (B) and lung (C) were created from tissue-specific protein networks linking viral proteins to
host proteins whose transcript was up-regulated after influenza virus infection (for a complete list of interactions, see Supplementary Table S4). Viral
protein nodes are shown in red, first layer host interactors in blue and second layer host interactors in green. The STAT1 protein (shown in (B) as the
white node) was not one of the original network-derived nodes, but was included due to its association with two other network nodes (BHLHE40 and
HDACT) and its known role in mediating inflammation in response to viral infection. General functions associated with different areas in each mini-
network (e.g., ‘Inflammation’ and ‘Focal adhesions’) are described by partially transparent colored boxes in both (B) and (C).

doi:10.1371/journal.pcbi.1002860.g002

of these studies addressed the significance of IRAK1 in influenza
virus pathogenicity. Our study thus exemplifies how our network
analysis can identify potential regulators of influenza pathogenicity
for experimental testing, for example, by assessing influenza virus
infections in IRAK 1-deficient cells or mice.

Next, we aimed to predict more specific novel interference
mechanisms by constructing directed and tissue-specific protein
networks linking the viral proteins with proteins whose correspond-
ing transcript was up-regulated after influenza virus infection. We
selected steadily up-regulated transcripts from a microarray experi-
ment measuring gene expression changes over time in a lung
epithelial cell line infected with a 2009 pandemic HIN1 virus [26]
(228 transcripts were selected in total; see Materials and Methods
for more details). As expected, all ten most strongly enriched known
pathways among the selected transcripts were involved in infection
and the immune response. For example, the most highly overrep-
resented pathway was interferon alpha-beta signaling (p<<10e-20).

We constructed BET- and lung-specific networks connecting
the viral proteins with the 228 up-regulated factors by shortest
paths. From the shortest paths we assigned directions to the edges
on these paths. The directed networks consisted of 577 (BE1) and
1056 (lung) PPIs. To examine if these networks might reveal
relevant information on how viral proteins interfere with the
cellular immune response, we tested for enrichment of known
pathways in the directed networks. We found that the directed
networks were strongly enriched in immune response-related
pathways (especially cytokine-related) even after excluding the 228
up-regulated transcripts, indicating that enrichment was indepen-
dent of the high fraction of immune response factors in the
transcriptomics data (Supplementary T'able S3). For example, we
observed a significant enrichment in both the directed BE'T- and
lung-specific networks for proteins related to IL-2 and IL-6
signaling and focal adhesions {g-values<<0.05). This suggested that
we, indeed, might have captured relevant crosstalk between the
viral proteins and immune pathways. The full networks are
included in the File S1.

"I'o mine the directed networks for interactions that are involved
in interference mechanisms of the viral proteins with the cellular
immune response, we concentrated, again, on layer one and two
host factor proteins on the shortest paths. From the list of curated
pathways enriched in both the BET and the lung directed
networks (Supplementary T'able S3), we selected several cytokine-
related pathways (marked in Supplementary Table S3) and filtered
for interactions where the second layer protein was in one of these
pathways but the layer one protein was not (to specifically detect
novel, indirect interference mechanisms). This resulted in a
comprehensive BET network consisting of 49 interactions and a
lung network formed by 67 interactions including viral proteins
and host factors up to layer two (see Supplementary T'able S4 for
the comprehensive networks and Figure 2 for a manually curated
subset of these networks).

Close inspection of these comprehensive cytokine-related net-
works in both BET and lung revealed several points of potential
viral protein-mediated interference with inflammatory pathways
(Figure 2). For example, the BET network showed interactions
between viral polymerase complex proteins (ie., PB1 and PB2)
and BHLHE40, a transcriptional regulator that cooperates with
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HDACI to repress STAT'] actvity [49] (Figure 2B). STATI is
essential for the activation of interferon stimulated genes, which
repress viral replication, and while influenza virus has an established
ability to impair STAT1 [50], no such function has been assigned to
any of the viral polymerase complex subunits. BHLHE40 also
interacts with TOLLIP, a suppressor of TLR signaling [51] (see also
the discussion of lung-specific inflammatory pathways above). ‘This
implies that the BHLHE40 protein could act as an important access
point for influenza virus-mediated interference with host antiviral
and inflammatory regulation in BET, and further that viral
polymerase subunits may have an important  yet unappreciated
role in this activity.

As in BET, lung-specific cytokine-related networks revealed that
influenza virus proteins interface with TOLLIP (Figure 2Q).
However, it is notable that, in lung, this interaction occurs through
BHLHE40 and two additional routes (ie., MAGEDI! and
RBPMS), potentially involving up to four viral proteins: (i) the
aforementioned polymerase complex subunits, PB1 and PB2; (i)
the viral ion channel protein, M2; (iii) and the viral RNA-binding
nucleoprotein, NP. ‘Thus, access to "'TOLLIP might be particularly
important in lung. The PBI/PB2-BHLHEA40 interaction is
maintained in this tissue type, although the nature of the inter-
action may differ compared to BE'L. Specifically, BHLHE40 may
favor interaction with STATS (Figure 2C), and previous evidence
indicates that BHLHE40 stimulates STA'L'3 activity rather than
inducing inhibition [52]. Thus, analysis of context-specific PPIs
in combination with influenza virus-induced changes in the
cellular transcriptome  reveal important, putative tissue-specific
differences in the ability of viral proteins to interact with cellular
immune response signaling networks. Additional experiments will
be necessary to further establish the functions of these interactions.

Search for phosphorylation-dependent PPIs related to
Alzheimer's

Assuming no prior expert knowledge on a given topic, we
applied a systematic protocol which can, in principle, be used to
interrogate the PPl network about the involvement of protein
interactions in a complex biclogical question according to current
knowledge. In general, altered states of protein phosphorylation
affect the PPI network and can lead to pathogenesis. Our goal in
this example was to investigate the possible role of protein
phosphorylation in Alzheimer’s disease (AD), the most common
form of dementia. AD is a degenerative disease manifesting in the
brain, and its cause has been hypothesized to be the formation of
protein aggregates leading to neuron death, in particular related to
the abnormal phosphorylation of the microtubule-associated
protein tau [53].

First, we need to input a list of proteins related to the topic.
Using a literature mining protocol (see Materials and Methods for
details) we generated a list of PPls related to Alzheimer’s and
protein phosphorylation: PSEN1:PSEN2, GSK3B:MAPT, APP:-
BACE], and PPP2R4:SET. We then studied the network
surrounding these interactors (Figure 3).

"T'he initial PPI network contained 727 interactions (Figure 4A).
Interactions could be further filtered on the basis of reasonable
criteria, namely by tissue filtering for housekeeping and genes
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Figure 3. Protocol for extraction of a PPl subnetwork related to phosphorylation in Alzheimer’s disease. The flowchart illustrates the
input terms and options used to generate a topic-focused PP| subnetwork. Eight genes were selected as a result of an unbiased literature mining query for
proteins related to Alzheimer’s disease (AD) and phosphorylation (see main text for details). The PPl network of first neighbours of these genes in HIPPIE was
generated. Then, filters were applied to focus on a PPl subnetwork or proteins expressed in the brain and related to cell death, thus relevant to AD.

doi:10.1371/journal.pcbi.1002860.g003

expressed in the brain (we selected “whole brain” and “prefrontal
cortex”), and filtering for genes related to the GO term “cell
death”, reflecting that AD is characterized by death of neural cells
(Figure 4B). Finally, to reveal potential signal transduction
pathways we used the inference of edge directionality from
receptors to T'Fs described above (Figure 4B).

Within the resulting network, we highlighted the following path
(Figure 4): LRP6-GSK3B-MAPT-AATY. The low density lipo-
protein receptor-related protein 6 (LRP6) interacts with glycogen
synthase kinase 3B and attenuates the kinase’s ability to
phosphorylate microtubule associated protein tau (MAPT) [54].
Tau protein can contribute to AD in different ways: 1) the
hyperphosphorylation of tau protein can affect microtubule
stability, leading to a disassociation of tau protein from the
microtubule, possibly followed by the aggregation of phosphory-
lated tau into neurofibrillary tangles, which are observed in the
brains of AD patients [55]; 2) mediated by protein phosphatase 1
and GSK3 activity, Tau filaments interfere with axonal transport
in the neuron, which is consistent with deficiencies in axonal
transport in AD [56]. T'au protein has been found to co-localize in
the cytoplasm with Che-1 (AATF), which is an evolutionarily
conserved RNA polymerase I binding protein that accumulates in
the cell upon DNA damage [57]. It appears that Che-1/Tau
proteins dissociate during neuronal cell death [58]; however, the
function of Che-1 in the cytoplasm is unclear, as Che-1 is a nuclear
protein that is involved in gene regulation of E2F1 targets and p53
and has pro-proliferative and anti-apoptotic functions [59].
Together, these interactions suggest a complex interplay whereby
the Tau phosphorylation state and structure, and context-
dependent protein distribution within the cell may contribute to
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neuronal cell death and AD pathology. An unbiased search for
protein phosphorylation in relation to cell death in AD pointed us
to this interesting pathway.

Discussion

The incorporation of tissue-specific expression information to
create PPl subnetworks is a useful method to elucidate biological
processes that cannot be observed when using the complete PPI
network. Here we have shown an approach for the inference of
associated context for PPIs based on the annotations of the inter-
acting partners, which enhances the relevance of the annotated
interactions. Interactions between proteins expressed in the same
location (e.g. lung) or at the same time or developmental stage (e.g.
embryo development) can then be selected. Directed pathways can
be inferred and highlighted in the filtered network according to
sets of sources and sinks corresponding to receptors and trans-
cription factors. Using this approach we were able to identify novel,
tissue-specific interactions between influenza virus proteins and
cellular inflammatory signaling pathways that may regulate patho-
genesis associated with infection, and to describe a brain-specific
protein phosphorylation pathway relevant for Alzheimer’s disease.

Several methods exist to create subnetworks of the human
interactome based on context criteria. For example, POINel' [11]
integrates the major PPl databases and allows the creation of
tissue-specific networks. To our knowledge we are the first to
combine edge directionality, gene expression and functional
information for the detection of meaningful interactions. Some
approaches exist that infer information flow in a network from the
shortest paths (or lowest costs’ if costs are associated with edges)
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Figure 4. Filtering and highlighting a PPl subnetwork related to phosphorylation in Alzheimer’s disease. A PPl network was generated
as explained in Figure 3 starting with 8 genes relevant for Alzheimer's disease (AD) and phosphorylation. (A) The PPl network contains 727
interactions. (B) Filtering for interactions between partners that are housekeeping or expressed in the brain (“whole brain” and "prefrontal cortex”),
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doi:10.1371/journal.pcbhi.1002860.g004

that connects a set of source nodes with sink nodes. Cytoscape
plug-ins such as BisoGenet [60] and GenePro [61] find the
shortest paths between nodes of the gene and protein network and
represent properties of the nodes. SPIKE [62] includes curated
pathway data and also calculates pathway inference. The task of
identifying signaling events from PPI data and functional protein
annotation alone has been addressed in several studies [24,63,64]
and implemented in tools (e.g. ANAT [65]). Here, we proposed a
protocol for edge directionality prediction based on calculating the
shortest paths between sources and sinks. This protocol is runtime-
efficient, which allowed us to provide it as a web tool that is the
first to combine both PPI analysis for inference of edge
directionality and PPI filtering by tissue and function (available
from http://cbdm.mdc-berlin.de/tools/hippie/).

In summary, we have presented and made available an
approach to associate context to PPI networks, which provides
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novel biological insight into mechanisms of disease. The continuing
generation of PPI data and further incorporation into databases,
and an increasing quality of annotations attached to genes and
proteins will result in further improvements of our methodology.

Supporting Information

File §1 Network of first and second layer host factors (Figure 2A)
in Cytoscape format.

(ZIP)

File 2 Directed BE'T and lung specific networks connecting first
layer viral interactors with upregulated host proteins in Cytoscape
format. In the directed network, sources and sinks are color
encoded (viral are red and upregulated proteins brown). Cytokine-
related proteins are shown as circles.

(ZIP)
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Table S1 lissues more than two-fold enriched among proteins
in pathways.

(XLS)

Table 82 Pathways enriched in first and second layer influenza

host factor networks.
(XLS)

Table 83 Pathways enriched among directed networks connect-
ing viral proteins with gene products upregulated upon influenza
infection.

(XLS)
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Abstract

Background

The activation of immune cells in the brain is believed to be one of the earliest events in prion
disease development, where misfolded PrionSc protein deposits are thought to act as irritants
leading to a series of events that culminate in neuronal cell dysfunction and death. The role of
these events in prion disease though is still a matter of debate. To elucidate the mechanisms
leading from abnormal protein deposition to neuronal injury, we have performed a detailed
network analysis of genes differentially expressed in several mouse prion models.
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Results

We found a master regulatory core of genes related to immune response controlling other
genes involved in prion protein replication and accumulation, and neuronal cell death. This
regulatory core determines the existence of two stable states that are consistent with the
transcriptome analysis comparing prion infected versus uninfected mouse brain. An in silico
perturbation analysis demonstrates that core genes are individually capable of triggering the
transition and that the network remains locked once the diseased state is reached.

Conclusions

We hypothesize that this locking may be the cause of the sustained immune response
observed in prion disease. Our analysis supports the hypothesis that sustained brain
inflammation is the main pathogenic process leading to neuronal dysfunction and loss, which,
in turn, leads to clinical symptoms in prion disease.

Keywords

Prion disease, Inflammation, Neurodegeneration, Gene regulatory network, Perturbation,
Stable states

Background

Prion proteins are responsible for a class of fatal neurodegenerative diseases, which affect
both humans and animals. Prion disease, like other chronic neurodegenerative disease such as
Alzheimer’s or Parkinson’s diseases, belongs to the class of protein misfolding disease that
are characterized, pathologically, by abnormal protein deposition and the formation of
amyloid plaques [1]. Prion protein exists in major two 1soforms normal, cellular prlon
protein (Prion ) and abnormal, misfolded prlon protein (Prion®). In most forms of prion
disease, the misfolded isoform accumulates in extracellular aggregates. Prion disease is
transmissible, the primary route of infection being through the ingestion of abnormal prions.

Several hypotheses have been Sput forward to explain prion disease pathogenesis, such as
Prion® loss-of-function, Prion™ gain-of-toxic function, endoplasmatic reticulum stress,
activation of autophagy and/or apoptotic death pathways, and chronic brain inflammation
induced by misfolded protein and neuronal injury [2], but none has emerged so far as the
main initiator and/or propagator of the disease [3]. We have used a computational network
analysis based on known gene expression data to address this complex question. Our analysis
shows that it is brain inflammation that plays a key role in prion disease. The main cellular
mediators of brain inflammation are microglia, which are responsible for the first active
immune response in the brain. These cells are among the earliest responders but their role in
prion disease initiation and progression is still debated. We have examined gene expressmn
data from a recent comprehensive transcriptome study on the initiation and progression of
prion disease in mouse [4] using a network analysis-based approach and identified a limited
number of immune response- related genes as crucial factors in the disease process. These
genes appear to be capable of irreversibly locking a large network of differentially expressed
genes (DEG) into a disease state, thus uncovering an essential process of the early steps in
disease progression.
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There is increasing evidence that the brain and immune system are connected: in both normal
and pathological conditions neurons are interacting with immune cells and regulating their
activity [S]. Chronic immune activation, especially of microglia, is a common feature of
chronic neurodegenerative conditions such as Alzheimer’s and Parkinson’s [6]. For example,
there are many similarities between Alzheimer’s disease and prion disease: both diseases are
characterized by the protein deposition, significant neuronal degeneration and the
morphological activation of microglia and astrocytes [7]. In prion disease, neuropathological
data shows that microglia are among the earliest responders to neurodegeneration [8,9] and
that microglia proliferate in response to disease-causing prion protein deposition [10].

It has been proposed that diseased states correspond to abnormal stable states in the gene
expression landscape, or in other words, disease is reflected by long term differential
expression patterns [10][11]. The natural robustness of biological networks allows them to
maintain the organism in a healthy state despite the influence of a range of external and
internal perturbations. The network robustness is a topological property i.e. is a result of
specific connectivity between genes in question. However, abnormal network states
occasionally occur under the influence of strong internal or external perturbations (i.e. disease
initiators or irritants), and these may play an important role in disease initiation and
progression. Thus a particular connectivity pattern that is responsible for the robustness of the
healthy state can also produce a robust diseased state.

Here we address the question of how a subset of genes forming a master regulatory core in a
gene regulatory network is able to determine the stability of this network in a prion disease
context. A previous study has shown that gene interactions forming small bi-stable circuits
are implicated in the resilience and progression of human cancers, where the healthy and
cancer states were considered to be the two stable states [12]. However, how these isolated
small bi-stable circuits contribute to the general mechanism of the network stability (and
hence cancer development) is still open. We address this issue by significantly extending the
idea of bi-stable circuits to a more comprehensive mechanism, the so called master regulatory
core, which could explain how the network shifts from the healthy to the diseased stable
state. During our analysis we realized that genes belonging to the master regulatory core are
highly connected in the network and largely related to immune response, supporting the idea
of the central role of a sustained inflammatory process leading to neuronal dysfunction and
death in the prion disease progression.

Results

The global and core regulatory networks

Our initial goal was to build a gene regulatory network based on the differentially expressed
genes reported by Hwang ef al. [4]. The functional relationships, based on gene expression,
found in the literature resulted in a global network consisting of 106 genes that are
differentially expressed during prion infection (all upregulated), connected with 169
functional relations (all activations). (Figure 1A and Additional file 1).
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Figure 1 Fragmentation analysis of the global network. The original global
unfragmented network (a),the impact on the network connectivity due to the removal of
the sixteen genes belonging to the SCC (b), and an example of the removal of sixteen
genes randomly selected (c). In (b) most of the genes become disconnected and the size of
the giant component or the biggest connected graph is only 38 genes. In (c) when removing
16 randomly selected genes, the mean of the giant component was 81.02 nodes (standard
deviation of 8.29) for 1000 removals . This figure 1Ilustrates the relevant role of the SCC as a
connectivity element of the network

We then carried out stability analysis performed using a boolean dynamical model to
compute network stable states. Afterwards, we identified a set of genes able to trigger the
transition between attractors and at the same time lead to the network’s persistence in the
diseased state. Due to the possibility of there being incomplete information about gene-gene
interactions even in the parts of the network which are well known, we based our analysis
and conclusions on the network stability and the transition between stable states, avoiding a
detailed description of transient states (potentially feasible given that experimental data has
several time points) that are more sensitive to the lack of information.

Network dynamics are regulated by the structure of the network through the flow of
information through feed-forward and feed-back loops. When we looked for network
structures with a exchange of information, we found a unique strongly connected component
(SCC) consisting of 16 genes. The hallmark of such a structure is that thanks to specific
connectivity the information can flow from one gene to any other in the structure following at
least one path (see Methods for detailed explanations). This mutual influence between any
pair of genes belonging to the SCC makes this structure relevant in terms of information
exchange, and therefore potentially determinant for the network’s stability. The SCC is
mainly regulatory in nature with only 6 incoming functional relations. This SCC constitutes
the regulatory core, and its regulatory impact extends up to 74 genes so the states of these 74
genes depend on the state of the master regulatory core.

In order to analyze the stab1hty of regulatory core genes alone; we carried out a simulation of
network dynamics to determine the stable states of this sub-network in isolation using a
Boolean dynamical model. Two stable states were found for the regulatory core, one with all
nodes “off” and one with all nodes “on”. Extending the simulation to cover genes regulated
by the regulatory core (i.e. the core network) produced consistent results: again, we found
two stable states, one with all nodes “off” and one with all nodes “on

The perturbation analysis carried out using a continuous dynamical model showed that all
regulatory core genes were capable of triggering the transition from the “off” to the “on”
stable states in the core network (Figure 2). But no gene was individually capable of inducing
the opposite transition, from the “off” to the “on” state. Therefore, when the “on” state was
reached, the system staid locked despite external influences. Only simultaneous down
regulation of a set of nodes (theoretically possible but unlikely to occur in practice) affecting
several circuits in the regulatory core would be able to reverse the “on” state; otherwise, the
system is irreversibly activated supporting the idea that the regulatory core constitutes a
master regulatory switch that can be activated by external inputs and is able to maintain the
activation of a set of nodes that may be relevant for the progression of prion disease.
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Figure 2 Perturbation analysis of a gene in the SCC Perturbation of the TLR2 gene
(black diamond), and its effect on the other genes of the SCC. Y-axis: 0 indicates the
“off” state, 1 indicates the “on” state. TLR2 is capable of triggering the transition from the
“off” (healthy) to the “on” (disease) stable state for all genes in the SCC. The simulations
were performed assuming a continuous dynamical system where the initial states are the
attractors previously computed in a discrete model (Boolean). The Y-axis represents the
“level of activity” in a range between 0 and 1, and X-axis represents “time” in arbitrary units

Network properties

A network is constituted by nodes (i.e. genes) that are inter-connected by edges (i.e. directed
functional relations); expression of some genes can either activate or inhibit expression of
other genes in the network. Therefore it is important to recognize genes that have more
control over the network. We applied two measures: network fragmentation and betweenness
centrality to identify genes that play the role of so called communication hubs (mediators of
interactions between other, more peripheral genes). Fragmentation is a measure to assess
overall network connectivity and may be helpful to determine the impact of a sub-network on
global topology. The fragmentation analysis of the global network produced the following
results. The mean of the giant component size for 1000 randomized removals of 16 nodes
was 81.02 nodes (standard deviation 8.29), while it was only 38.00 nodes in the case of SCC
node removal. The difference between these values is 5.18 times the standard deviation of the
random removal values. This indicates that the size of the biggest set of connected nodes was
reduced dramatically when we removed the nodes of the SCC instead of a random selection
of 16 nodes (Figure 1B and C). These results underlined the relevant role of the SCC as a
connectivity element of the global network.

The network presented here was scarcely interconnected, which was also reflected in the
betweenness centrality analysis. There was a small group of central genes (mostly belonging
to SCC) that has a much larger number of peripheral genes in the network connected to them.
Six genes could be considered highly central (normalized betweenness > 1). 7GFBI, CSF1,
TLR2, CEBPA, LGALS3 and STAT3. In total, 25 genes were not peripheral (i.e. they mediated
at least one gene connection). There was a significant difference when the betweenness
centrality of genes participating in the SCC and the genes in the rest of the network were
compared. Median betweenness centrality in the SCC and global networks were 123 and 0,
respectively; the distributions in the two groups differed significantly (Mann—Whitney
Wilcoxon W=163, nl=16, n2=90, p-value =1.406e-10) supporting the central role of the
regulatory core in the global network. It should be noted that the betweenness centrality is
more sensitive than other topological features such as degree or clustering coefficient to data
incompleteness (missing genes or interactions) because it depends on the global network
structure [13,14].

Having the hubs identified, we asked the question whether the strong connectivity occurs
between genes involved in common or distinct biological processes. Modules (clusters of
genes sharing functional or topological properties) in the network were distinguished by
assigning the pathological prion disease processes (derived from gene ontology annotations,
described by Hwang ef al) to genes constituting the network core. Four modules were
considered: disease-causing prion protein (PP} replication and accumulation, immune
response, neuronal cell death and other functions (genes which could not be assigned to any
of the previous groups). Inter-modular participation is a measure for identifying genes which
link different biological processes and this measure was calculated for all module members.
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Three groups can be distinguished according to node role (see materials and methods): (1)
one connector hub with high inter-modular participation (P>0.60) and significant within-
module connectivity (z >2.5) at the same time highly central (normalized centrality >1):
TGFBI, (2) satellite connectors, (genes with weak connectivity to other nodes of same
function but with high ratio of connections to other modules) that share high centrality
(normalized centrality >1) : CSF1, TLR2, LGALS3 and STATS3; (3) less high central satellite
connectors (positive normalized centrality): CEBPD, STAT1 and B2M; (4) other non-central
but inter-module participative genes that are regulated by the SCC and are associated with a
different functional category than the regulated gene or are regulating genes of other
functions: CASP1, CLU, TGFBR2, P2RX7, NFATC1, CXCL10, CCND1, CYBB, AIF1 and
GFAP. As expected most of the selected hubs and connectors are parts of SCC supporting its
assumed role as a transition driver. ' '

Functional analysis

We have categorized the genes of the core network with regard to the four pathological
features described by Hwang et al. (Figure 3, Table 1). No genes from the pathological
feature category synaptic degeneration were found in the core network, but it should be noted
that only one of the 333 DEGs in the original mouse study was a member of this category.

Figure 3 Functlonal analysm of core network with pathologlcal features Genes
associated with PrP> replication and accumulation are in green, with nerve cell death in
blue, with immune response (including, microglia/astrocyte activation, leukocyte
extravasation, general immune response) in pmk Other genes are indicated in grey. SCC
genes are indicated as octagons , :

Table 1 Summary of the genes and their functional categories

Biological function , Genes” ,
Prp(Sc replication and ' A2M, ABCA1, ADAMTSI, APOD, PTGS],
iccumulation - . SERPINGI1
[mmune response
Complement activation: complement C3
system

Complement activation: coagulation & PDPN, PROSI
kallikrein system
Pattern recognition and other receptor ~ CD14, CD68, ITGB2, FCGR2B, TREM2,
. ~ TLR2
Microglia/astrocyte activation related GFAP, PTPN6, STATI1, STAT3, THBS2,
TNFRSF1A, VIM
Cytokine, chemokine and growth factor CSF1, CSF1R, CXCL10, CX3CR1

related
Leukocyte extravasation CYBB, ITGAX, NCF1, TGFBI1, TGFBR1,
: : TGFBR2
Other immune response AIF1, B2M, CDS83, CD86, CEBPA CEBPD,
; Ct1a2a, HLA-E, IF127, IFIT3, NFATC1, SBNO:
Cell death CASP1, CCN D1, CLU, HSPB1, HSPBSg, ID3,

MCL1, RBP1, SOCS3, TGM2
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