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RIPK vs. BCL2

Spearman : -0.04 (p=0.125)

Pearson : -0.03 (p=0.148)

mRNA expression (microarray) : RIPK
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MLKL vs. BCL2

Spearman : -0.39 (p=1.39e-36)

Pearson : -0.37 (p=1.15e-33)

mRNA Expression, RSEM (Batch normalized from Illumina 

HiSeq_RNASeqV2) : MLKL (log2)
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Supplementary Figure S3
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Supplementary Figure S5
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Supplementary Figure S6
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