
Text S1. Stability analysis of inferred subnetworks

To examine the robustness of our inference method, we measure how well the ensemble inferred using complete
experimental data agrees with the ensembles inferred during the leave-one-out experiments. Specifically, we
compare four types of predictions: (i) which nodes are relevant (yn), (ii) the phenotype signs of relevant
nodes (vn when xn = 1), (iii) which nodes are interfaces (xe for edges from predicted interfaces to the virus),
and (iv) the relevance of nodes that are predicted to be interfaces (yn, considering only nodes that are ever
predicted to be interfaces by any ensemble, but regardless of the confidence in that prediction).

We measure the similarity, or agreement, between the predictions of two ensembles E (complete experi-
mental data) and E′ (one missing test case) as follows. Using the variable yn (node relevance) as an example,
pE(yn = 1) is E’s confidence that node n is relevant.

similarity(E,E′) = 1−

∑
n∈N−NH

|pE(yn = 1)− pE
′
(yn = 1)|∑

n∈N−NH

pE(yn = 1)

We define stability as the mean similarity between the complete-data ensemble and each leave-one-out
ensemble.

Table S1 reports the stability of our method for both BMV and FHV data sets and for each setting of γ.
For predictions about node relevance, the ensembles are highly stable, with about half of the values above
0.9. Phenotype sign predictions and predictions about which nodes are interfaces show somewhat lower
stability. However, a comparison of the last two columns in the table reveals that predicted interfaces are
still likely to be deemed relevant across the set of ensembles, even if they are not as consistently predicted
to be interfaces. Overall, predictions for BMV are more stable than predictions for FHV, which may be due
to the greater connectivity of BMV’s hits compared to FHV’s.

In Table S2, we also provide the average number of predicted hits in the ensembles inferred using all ex-
perimental hits, separately reporting the number of predicted hits with weak phenotype labels (the “Relevant
weak” column) and the number of unassayed predicted hits (“Relevant unassayed”).
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