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(A) Lack of SLFN11 expression in the ACC cell lines CU-ACC1, CU-ACC2 and NCI-H295R is
related to promoter hypermethylation.

(B) SW-13 cells, which express SLFN11 are the most sensitive to topotecan.

(C) Lack of SLFN11 expression and of its transcription factor FLI1 in the ACC cell lines and
correlation between SLFN11 and FLI1 expression in the ACC surgical samples.



