
0 2 4 6 8 10 12 14 16
-log10(P)

Regulated by: CREB1
Regulated by: PPARG
Regulated by: AR
Regulated by: REST
Regulated by: SMAD7
Regulated by: RFX1
Regulated by: TP63
Regulated by: NFKBIA
Regulated by: TFAP2A
Regulated by: SPI1
Regulated by: STAT3
Regulated by: STAT1
Regulated by: HIF1A
Regulated by: CIITA
Regulated by: RFXAP
Regulated by: RFXANK
Regulated by: RFX5
Regulated by: RELA
Regulated by: NFKB1
Regulated by: SP1

A B

C

D

0 1 2 3 4 5 6 7 8
-log10(P)

GO:0004222: metalloendopeptidase activity
R-HSA-8856825: Cargo recognition for clathrin-mediated endocytosis
R-HSA-375276: Peptide ligand-binding receptors
GO:0034599: cellular response to oxidative stress
GO:0071347: cellular response to interleukin-1
hsa05222: Small cell lung cancer 
GO:0042803: protein homodimerization activity
WP289: Myometrial Relaxation and Contraction Pathways
GO:0006352: DNA-templated transcription, initiation
M183: PID IL6 7 PATHWAY
WP2877: Vitamin D Receptor Pathway
GO:0009615: response to virus
GO:0007623: circadian rhythm
WP5044: Kynurenine Pathway and links to Cellular Senescence
GO:0030162: regulation of proteolysis
M256: PID TAP63 PATHWAY
M5885: NABA MATRISOME ASSOCIATED
GO:0097193: intrinsic apoptotic signaling pathway
WP176: Folate Metabolism
GO:0009617: response to bacterium

Supplementary Fig. S5: SLC25A40-ABCB1 fusion driven transcriptional profiles in HGSOC patient samples 

(A) Metascape TRUSST analysis of transcrip�onal regulatory rela�onships significantly enriched in AOCS18.5 fusion-posi�ve 
clones. (B) Unsupervised hierarchical clustering analysis (basal transcrip�onal profile) of SLC25A40-ABCB1 fusion-nega�ve (n=21) 
and fusion-posi�ve (n=6) relapsed HGSOC pa�ent ascites samples. The top 100 significantly differentially expressed genes from 
RNA-seq analysis are shown as well as ABCB1 expression. Sample AOCS_120_4_X contains an alterna�ve transcrip�onal start 
site in exon 2 of ABCB1 due to a large inser�on in intron 1 of ABCB1. (C) Volcano plot showing differen�ally expressed genes 
significantly up/down regulated in fusion-posi�ve clones compared to fusion-nega�ve. (D) Metascape pathway analysis of 
significantly induced genes upregulated by SLC25A40-ABCB1 fusions in HGSOC pa�ent samples. Cutoff criteria for all analysis 
was Log2 fold change of 1.5 and p-adj of <0.1. 


