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1 Supplement 1: STIR scores versus the original differ-
ence from Relief-based scores
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Figure 1: Correlation values of STIR pseudo t-statistic and the original Relief-based scores (diff
function) are above 0.98.



2 Supplement 2: Functional interaction network
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Figure 2: Predicted functional interaction network from STIR-detected seed genes (red nodes)
from Table 1(main text). Additional genes (black nodes) and functional interactions predicted
from the Integrative Multi-species Prediction Tool v2.0 ([1]).
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