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Fig. 1 Plot of deviations in estimated parameter for AXIN2 and its corresponding probesets. Rows represent the different setups. Columns
indicate the node name on the top. x-axis indicates the probability of child being off given that the parent is on i.e. p(C = 1|P = 2). y-axis
indicates the probability of child being off given that the parent is off i.e. p(C = 1|P = 1).
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Fig. 2 Plot of deviations in estimated parameter for DKK1 and its corresponding probesets. Rows represent the different setups. Columns
indicate the node name on the top. x-axis indicates the probability of child being off given that the parent is on i.e. p(C = 1|P = 2). y-axis
indicates the probability of child being off given that the parent is off i.e. p(C = 1|P = 1).
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Fig. 3 Deviation of parameters using GSE18560 dataset (Mokry et al. 2 )
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Fig. 4 Deviation of parameters using GSE8671 (Sabates-Bellver et al. 3 )
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Fig. 5 Description same as in figure 5 of main manuscript. Left to right row wise, the graphs depict the predictions for BNs obtained from (a)
complete data (Ref BN) (b) complete observations (BN from setup 1) (c) observed probes and genes (BN from setup 2) (d) observed probes
and complexes (BN from setup 3) (e) observed probes (BN from setup 4) and (f) observed probes and TRCMPLX (BN from setup 5). BNs
for all setups here use real observations.
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Fig. 6 Description same as in figure 5 of main manuscript. Left to right row wise, the graphs depict the predictions for BNs obtained from (a)
complete data (Ref BN) (b) complete observations (BN from setup 1) (c) observed probes and genes (BN from setup 2) (d) observed probes
and complexes (BN from setup 3) (e) observed probes (BN from setup 4) and (f) observed probes and TRCMPLX (BN from setup 5). BNs
for all setups here use sampled observations from simulation.
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