2. STATISTICAL THRESHOLD AND CUT-OFF SELECTION

Union of unipartite projections

UNION OF UNIPARTITE PROJECTIONS ROG curveofsimiarky scoes

2 | 5
} /‘/—/—,_// °
ODGI ’I 3 - L e
3 1.39(0.07,08) =

. GOBP GO gene HPO HPO gene
ontology annotations ontology annotations
J C a1 C « ) HDGN
CRG Human Interactome Flux Balance Analysis of Fuman Semantic similarity measure Semantic similarity measure \/
. Metabolic Network Recon 1 Resnik et al. 1995 . . )
(Bossi et al. 2009) (Veeramani et al. 2009) (Resnik et al. ) (Kohler et al. 2009) Intersection of gene pairs (edges)
> / C, > All pathophenotypically similar gene
pairs
At least one experimental Filtering out “metscore” gene Functional similarity scores Pathophenotypic similarity < 5
evidence pairs equal to zero between genes scores between genes
- - Tl S C
_ B _ o True positives: False positives:
Mapping ENSEMBL Gene ID to Filtering out low flux correlation Filtering out low score gene Filtering out low score gene intersected Non-intersected
Entrez GenelD gene pairs (equal or under 0.1) pairs (under 99.5" percentile) pairs (under 98t percentile) 0
L 4 / A4 \/“
PIN MGN FSGN | PSGN Selection of the cut-off at the 98" percentile
9580 nodes 74657 edges 535 nodes 9812 edges 9157 nodes 496973 edges 1705 nodes 26197 edges

Optimal statistical threshold of similarity score (ROC curve)

Youden’s index

I
- ©0 0 0 0o caw

TOPOLOGYCAL

(node degree)

ANALYSIS ::> 1. Mann-Whitney test for degree distributions of gene subsets
2. Spearman's rank correlation test of gene degrees
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