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Figure S1: Heatmaps of the “true” correlation structure in Sim 3 (F = 10, N = 500) and Sim 4
(F = 15, N = 500) and the correlation structures estimated by HBFM, LEAP, and PCORR.
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Figure S2: Heatmaps of the “true” network structure in Sim 3 (top left) and the network structures
estimated by all network methods. The diagonal has been shaded in each figure to serve as a refer-
ence point. The shaded cells (other than the diagonal) indicate significant gene-gene associations.
For the networks estimated by PIDC, SCODE, and GENIE3, the number of edges have been fixed
to match the number of edges estimated by HBFM.
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Figure S3: Heatmaps of the “true” network structure in Sim 4 (top left) and the network structures
estimated by all network methods. The diagonal has been shaded in each figure to serve as a refer-
ence point. The shaded cells (other than the diagonal) indicate significant gene-gene associations.
For the networks estimated by PIDC, SCODE, and GENIE3, the number of edges have been fixed
to match the number of edges estimated by HBFM.
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Figure S4: Performance measures for HBFM with different numbers of factors (F ) for Sim 3 and
Sim 4. The dotted lines represent the performance measures for LEAP and PCORR. Both LEAP
and PCORR are correlation-based network methods and are the most similar to our proposed
methodology.
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