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Supplementary Figure 11. SREBP1c signaling is uniquely downstream of CMKRLA1.
A: qRT-PCR of CD36 from ccRCC cells with receptor knockout.
B: Flow cytometry staining of CD36 of ccRCC cells with CMKRL1 knockout.

C: gRT-PCR of SREBP target genes from ccRCC cells with CMKRL1 knockout.
D: qRT-PCR of SREBP target genes from ccRCC cells with GPR1 knockout.



