Supplementary Methods
Quantitative real-time PCR (qRT-PCR)
The total RNA was extracted using TRIzol reagent (Invitrogen) and reversely transcribed to complementary DNA (cDNA) using iScript cDNA Synthesis Kit (Bio-Rad). Real-time PCR was performed using iTaq Univer SYBR Green Supermix (Bio-Rad) according to the manufacturer’s instructions. GAPDH was used as a housekeeping gene for normalization. Results were represented as fold expression. The primer pairs used for qRT-PCR analysis were listed below:
TNF-α forward: 5’- CCTCTCTCTAATCAGCCCTCTG-3’,
TNF-α reverse: 5’- GAGGACCTGGGAGTAGATGAG-3’;
[bookmark: _GoBack]IL-1β forward: 5’- ATGATGGCTTATTACAGTGGCAA-3’,
IL-1β reverse: 5’- GTCGGAGATTCGTAGCTGGA-3’;
IL-6 forward: 5’- ACTCACCTCTTCAGAACGAATTG-3’,
IL-6 reverse: 5’- CCATCTTTGGAAGGTTCAGGTTG-3’;
IL-12 forward: 5’- CCTTGCACTTCTGAAGAGATTGA-3’,
IL-12 reverse: 5’- ACAGGGCCATCATAAAAGAGGT-3’;
iNOS forward: 5’- TTCAGTATCACAACCTCAGCAAG-3’,
iNOS reverse: 5’- TGGACCTGCAAGTTAAAATCCC-3’;
GAPDH forward: 5’- GGAGCGAGATCCCTCCAAAAT-3’,
GAPDH reverse: 5’- GGCTGTTGTCATACTTCTCATGG-3’;

Drug combination and Bliss independence analysis
The interaction between dasatinib and BGJ398 was evaluated using the Bliss independence model. Briefly, cells were treated with individual drugs or their combination, and cell viability was determined using the indicated assays. The expected viability for drug combinations was calculated based on the Bliss independence equation: EAB=EA×EB, where EA and EB represent the fractional viability after treatment with drug A and drug B, respectively. The Bliss synergy score was calculated as: Bliss score=Eexpected−Eobserved, where Eobserved represents the experimentally measured viability of the drug combination. Positive Bliss scores indicate synergistic interactions, whereas negative scores indicate antagonistic effects.

