Table S1. The sequences are shown as follows.
	Name
	Sequence (5′-3′)

	human shNC
	GTTCTCCGAACGTGTCACGT

	human shUCHL1-1
	GGGTAGATGACAAGGTGAAT

	human shUCHL1-2
	CAGTTCTGAAACAGTTTCTTT

	human shUCHL1-3
	CTGTGGCACAATCGGACTTAT



Table S2. The sequences are shown as follows.
	Name
	Sequence (5′-3′)

	human UCHL1
	TGCCTTTTCCGGTGAACCAT

	
	GAAGCGGACTTCTCCTTGCT

	human GAPDH
	GGAGCGAGATCCCTCCAAAAT

	
	GGCTGTTGTCATACTTCTCATGG




Table S3. Survival analysis of candidate genes.
	Type
	HR
	Logrank P

	Genes
	CRISP3
	1.21
	0.00016

	
	NEIL3
	1.15
	0.0079

	
	UCHL1
	1.11
	0.05

	
	PIK3C2G
	1.01
	0.95

	
	RASGRF1
	1.02
	0.71

	
	QPCT
	1.02
	0.85

	
	RHOBTB1
	1.03
	0.59

	
	DEGS1
	1.04
	0.58

	
	OXCT1
	1.11
	0.26

	
	NEK2
	1.18
	0.17

	
	ONECUT2
	1.24
	0.12

	
	UBXN10
	0.05
	5.60E-15

	
	ANKRD30A
	0.62
	0.00038

	
	TAT
	0.71
	4.00E-04

	
	STEAP1
	0.73
	0.00088

	
	SLIT2
	0.75
	0.00017

	
	MYO3B
	0.76
	0.00042

	
	TLE6
	0.77
	2.10E-07

	
	GPD1
	0.82
	9.10E-05

	
	ECM1
	0.88
	0.017

	
	CGA
	0.9
	0.0051

	
	BST2
	0.9
	0.04

	
	GJC1
	0.9
	0.19

	
	ARSJ
	0.92
	0.095

	
	CLEC3A
	0.92
	0.26

	
	VSIG10L
	0.94
	0.4

	
	ABCC3
	0.97
	0.61

	LncRNAs
	H2BC11
	-
	-

	
	BCAN-AS1
	-
	-

	
	LOC105379352
	-
	-

	
	TRD-AS1
	-
	-

	
	LOC105372693
	-
	-

	
	LNC-LBCS
	-
	-

	
	LINC02533
	-
	-




Table S4. The relationships between UCHL1 expression levels and clinicopathological characteristics of 158 patients with HER2-positive breast cancer.
	N
	UCHL1 expression
	P

	
	Low
	High
	

	Total cases
	158
	23
	135
	

	Age (years)

	
	<60
	77
	11
	66
	0.9249

	
	≥60
	81
	12
	69
	

	Stage

	
	Ⅰ
	17
	2
	15
	0.2060

	
	Ⅱ 
	96
	15
	81
	

	
	Ⅲ 
	41
	4
	37
	

	
	Ⅳ 
	4
	2
	2
	

	Chemotherapeutic response

	Chemosensitive
	34
	9
	25
	0.0262*

	Chemoresistant 
	124
	14
	110
	


N, number. Analyses were performed using the χ2 test or Fisher's exact test; *P < 0.05.
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