Supplementary Information

Figure S1. Graphical representation of identified differentially abundant proteins after
doxorubicin (DOXO), daunorubicin (DNR), mitoxantrone (MTX), cisplatin (CisPt) and
paclitaxel (TAX) treatment of CEM T-lymphoblastic leukemia cells. Light blue squares

represent anti-cancer drugs. The nodes show identified proteins marked according to their

gene names, the color code represents Gene Ontology biological based on PANTHER

classification. The node shape shows trend of change in protein level, proteins with

increased levels are depicted as triangles, proteins with decreased levels as arrowheads and

proteins with opposite changes between different drugs as diamonds. Detailed information

about the proteins is shown in Table 3 and Supplemental Table 2.
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