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» B-cell receptor (BCR) facilitates interactions of CLL-bystander cells triggering
molecular drivers of biological proliferation, drug resistance and metabolic rewiring of leukemic clones [2].
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Dominant BCR signaling Heterogenous pathway dependencies WO rkflow Of Ana IySiS
expression in comparison with \\ Yo, = Y. BloodCancerMultiomics2017
Idelalisib — eontroir in
. . . @Q “.® ;/4 ﬁ”"’ )/‘ - .
Samp les that differentiate in v (@ @ ; RNAseq — Count matrix l BiomaRt (R package)
. o 3 3 \‘ @ IKKr’ @ Pre-processing Steps
drug response with Ibrutinib. - . 20 [ R Filtering / QC
. . o . . o . .y Everolim | g .?m b Transcription Factors b tHub
» Analysis specified 5 significant @ “o St ket AL D el —(EiEnl )
N CR NAS, Wh |Ch regu Iate Crltlca I Dietrich S et al., (2018) Survivaliproliferation Sirvivkiforoliferation Network reconstruction
. . . o . L. SJARACNe outputs
> Notwithstanding, certain CLL cases exhibit chemorefractoriness to Ibrutinib = e O T l NetBID workflow

molecules in the BCR pathway.

foreshadowing fatal outcomes.

Driver Inferences
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