
Supplementary Figures

Jörn Bethune

June 28, 2016

1



0 20 40 60 80 100 120 140 160

gene index, genes sorted by degree centrality

0

50

100

150

200

250

300

350

400

450

d
e
g
re

e
 c

e
n
tr

a
lit

y

AS genes risk status, degree centrality,
CPDB version 31, 95% edge confidence

Protective and risk variants in gene

No risk or protective variants in gene

Only risk variants in gene

Only protective variants in gene

0 20 40 60 80 100 120 140 160

gene index, genes sorted by degree centrality

0

10

20

30

40

50

60

70

d
e
g
re

e
 c

e
n
tr

a
lit

y

AS genes risk status, degree centrality,
Cross-disease subgraph (CPDB version 31, 95% edge confidence)

Protective and risk variants in gene

No risk or protective variants in gene

Only risk variants in gene

Only protective variants in gene

Figure 1: Top: Distribution of node degree centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node degree centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 2: Top: Distribution of node degree centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node degree centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 3: Top: Distribution of node degree centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node degree centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 4: Top: Distribution of node degree centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node degree centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 5: Top: Distribution of node degree centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node degree centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 6: Top: Distribution of node betweenness centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node betweenness
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 7: Top: Distribution of node betweenness centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node betweenness
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 8: Top: Distribution of node betweenness centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node betweenness
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 9: Top: Distribution of node betweenness centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node betweenness
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 10: Top: Distribution of node betweenness centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node betweenness
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 11: Top: Distribution of node closeness centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node closeness centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 12: Top: Distribution of node closeness centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node closeness centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.

13



0 20 40 60 80 100 120 140 160

gene index, genes sorted by closeness centrality

0.00

0.05

0.10

0.15

0.20

0.25

0.30

0.35

0.40

cl
o
se

n
e
ss

 c
e
n
tr

a
lit

y

PS genes risk status, closeness centrality,
CPDB version 31, 95% edge confidence

Protective and risk variants in gene

No risk or protective variants in gene

Only risk variants in gene

Only protective variants in gene

0 20 40 60 80 100 120 140 160

gene index, genes sorted by closeness centrality

0.0

0.1

0.2

0.3

0.4

0.5

0.6

cl
o
se

n
e
ss

 c
e
n
tr

a
lit

y

PS genes risk status, closeness centrality,
Cross-disease subgraph (CPDB version 31, 95% edge confidence)

Protective and risk variants in gene

No risk or protective variants in gene

Only risk variants in gene

Only protective variants in gene

Figure 13: Top: Distribution of node closeness centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node closeness centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 14: Top: Distribution of node closeness centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node closeness centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 15: Top: Distribution of node closeness centrality in the complete Con-
sensusPathDB (minimum edge confidence 95 %) for nodes that are associated
with at least one disease and Bottom: Distribution of node closeness centrality
in the subgraph of the ConsensusPathDB that consists only of nodes that are
associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 16: Top: Distribution of node eigenvector centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node eigenvector
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 17: Top: Distribution of node eigenvector centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node eigenvector
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 18: Top: Distribution of node eigenvector centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node eigenvector
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 19: Top: Distribution of node eigenvector centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node eigenvector
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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Figure 20: Top: Distribution of node eigenvector centrality in the complete
ConsensusPathDB (minimum edge confidence 95 %) for nodes that are associ-
ated with at least one disease and Bottom: Distribution of node eigenvector
centrality in the subgraph of the ConsensusPathDB that consists only of nodes
that are associated with at least one disease.
Both: The colors of the bars indicate the risk status of all minor variants in
the study population[1] that a DNA-binding element interacts with.
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