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Figure S 1. Higher UXT expression levels are associated with poorer survival in cancer patients. The result was derived from public cancer database, in which UXT expression relevant Kaplan-Meier survival curve was generated for indicated cancers. (http://gepia2.cancer-pku.cn/#survival; http://www.oncolnc.org/ )
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Figure S 2. Quantification of apoptosis in A375 (A) and SK-MEL-28 (B) cells. Migration rate (C) and invasion rate (D) of A375 and SK-MEL-28 melanoma cells after knockdown of UXT (quantification of migration and invasion). (E) The weight of tumors of two different targeting sequences groups.
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Figure S 3. (A) MDM2 protein expression in A375 cells under various treatment conditions. Migration rate (B), invasion rate (C) and cell cycle distribution (D) of A375 melanoma cells after overexpression of UXT (quantification of migration, invasion and proportion of different cell cycle stages).


Table S 1. UXT-shRNA sequences
	Target
	Species
	Sequence (5′-3′)
	GC content (%)

	UXT-shRNA1
	Human
	CCAGATACTTCACGCATCTAT
	36.84%

	UXT-shRNA1
	Human
	GCTAAGCACTCGGAGTTATAT
	36.84%

	UXT-shRNA1
	Mouse
	CCGTATATCTTCAACTAAGAA
	26.32%

	UXT-shRNA1
	Mouse
	GGGCTGTAACTTCTTCGTTGA
	47.62%

	NC-shRNA (scramble sequence)
	
	TTCTCCGAACGTGTCACGT
	



Table S 2. The primers sequences used in this study
	Gene/Primers
	
	

	
	Forward primer
	Reverse primer

	UXT
	CTGGAGTTGACACTGGCAGAAGC
	CCTTGGTGAGGCTGTTGCTGAG

	GAPDH
	GTCTCCTCTGACTTCAACAGCG
	ACCACCCTGTTGCTGTAGCCAA
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