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[bookmark: OLE_LINK3][bookmark: _Hlk43729611]Figure S1. Number of prognostic genes identified in the different tumor entities. The red columns present the number of unfavorable and the green columns the number of favorable genes. Data derived from the Human Pathology Atlas [1].
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[bookmark: _Hlk43729645]Figure S2. Number of prognostic organic anion transporter organic anion transporter  identified in the different tumor entities. The red columns present the number of unfavorable and the green columns the number of favorable genes. Data derived from the Human Pathology Atlas [1].
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[bookmark: _Hlk43729690]Figure S3. Intersection of prognostic organic anion transporter organic anion transporter  identified in the different tumor entities. The list of favorable organic anion transporter organic anion transporter between the different tumor entities were compared and the number of common genes between a given comparison are highlighted in this figure. The intensity of the color indicates the number of common genes.
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[bookmark: _Hlk43729709]Figure S4. Intersection of prognostic unfavorable organic anion transporter organic anion transporter  identified in the different tumor entities. The lists of unfavorable organic anion transporter organic anion transporter  between the different tumor entities were compared and the number of common genes between a given comparisons are highlighted in this figure. The intensity of the color indicates the number of common genes.
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[bookmark: _Hlk43729743]Figure S5. Expression level of SFXN2 and UNC13b in relation to treatment outcome in the TCGA PANCAN cohort. The expression level of SFXN2 and UNC13b in patients classified for “treatment_outcome_first_course” with “Complete Remission/Response” or “Progressive Disease” from the TCGA PANCAN cohort are plotted here 2. T-test was used to identify statistically significant differences in expression level and are marked with * (p > 0.05).

[image: ]
Figure S6. Expression level of PLS3, SLC2A1, SLC16A1 and SLC16A3 in relation to treatment outcome in the TCGA PANCAN cohort. The expression level of PLS3, SLC2A1, SLC16A1 and SLC16A3 in patients classified for “treatment_outcome_first_course” with “Complete Remission/Response” or “Progressive Disease” from the TCGA PANCAN cohort are plotted here [2]. t-test was used to identify statistically significant differences in expression level and are marked by *(p > 0.05).
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