Table1: characteristic of studies involved in meta-analysis
	Reference
	Year
	Duration(mo.)
	Grade
	Patient number
	Detection
	Platform

	Pawitan Y[1]
	2005
	102
	1-3
	159
	Microarray
	Affymetrix Human Genome U133A Array

	Minn AJ[2]
	2005
	129
	NA
	99
	Microarray
	Affymetrix Human Genome U133A Array

	Sotiriou C[3]
	2006
	210
	1-3
	189
	Microarray
	Affymetrix Human Genome U133A Array

	Hu Z[4]
	2009
	96
	1-3
	75
	Microarray
	Agilent-012097 Human 1A Microarray (V2) G4110B

	Richardson AL[5]
	2006
	NA
	NA
	40
	Microarray
	Affymetrix Human Genome U133 Plus 2.0 Array

	Ivshina AV[6]
	2006
	153
	1-3
	289
	Microarray
	Affymetrix Human Genome U133A Array

	Minn AJ[7]
	2007 
	156
	NA
	58
	Microarray
	Affymetrix Human Genome U133A Array

	Yu K[8]
	2008
	NA
	NA
	270
	Microarray
	Affymetrix Human Genome U133A Array

	Lu X[9]
	2008
	NA
	1-3
	129
	Microarray
	Affymetrix Human Genome U133 Plus 2.0 Array

	Turashvili G[10]
	2007
	NA
	NA
	10
	Microarray
	Affymetrix Human Genome U133 Plus 2.0 Array

	Loi S[11]
	2007
	177
	1-3
	327
	Microarray
	Affymetrix Human Genome U133A Array

	Desmedt C[12]
	2007
	163
	1-3
	198
	Microarray
	Affymetrix Human Genome U133A Array

	Loi S[13]
	2008
	137
	1-3
	77
	Microarray
	Affymetrix Human Genome U133 Plus 2.0 Array

	Hennessy BT[14]
	2009
	106
	1-3
	89
	Microarray
	Agilent-012097 Human 1A Microarray (V2) G4110B

	Schmidt M[15]
	2008
	240
	1-3
	200
	Microarray
	Affymetrix Human Genome U133A Array

	Ma XJ[16]
	2009
	NA
	1-3
	28
	Microarray
	Affymetrix Human X3P Array

	Desmedt C[17]
	2011
	182
	1-3
	120
	Microarray
	Affymetrix Human Genome U133 Plus 2.0 Array

	Symmans WF[18]
	2010
	196
	NA
	298
	Microarray
	Affymetrix Human Genome U133A Array

	Sircoulomb F[19]
	2010
	112
	1-3
	51
	Microarray
	Affymetrix Human Genome U133 Plus 2.0 Array

	Tabchy A[20]
	2010
	NA
	1-3
	178
	Microarray
	Affymetrix Human Genome U133A Array

	Kao KJ[21]
	2011
	169
	NA
	327
	Microarray
	Affymetrix Human Genome U133 Plus 2.0 Array

	Dedeurwaerder S[22]
	2011
	109
	1-3
	88
	Microarray
	Affymetrix Human Genome U133 Plus 2.0 Array

	Sabatier R[23]
	2011
	222
	1-3
	266
	Microarray
	Affymetrix Human Genome U133 Plus 2.0 Array

	Muranen TA[24]
	2011
	120
	NA
	183
	Microarray
	Illumina HumanHT-12 V3.0 expression beadchip

	Hatzis C[25]
	2011
	89
	1-3
	508
	Microarray
	Affymetrix Human Genome U133A Array

	Filipits M[26]
	2011
	211
	NA
	277
	Microarray
	Affymetrix Human Genome U133A Array

	Terunuma A[27]
	2014
	148
	1-3
	61
	Microarray
	Affymetrix Human Gene 1.0 ST Array 

	Nagalla S[28]
	2013
	127
	1-3
	139
	Microarray
	Affymetrix Human Genome U133A Array

	Tofigh A[29]
	2014
	145
	1-3
	321
	Microarray
	Affymetrix Human Gene 1.0 ST Array
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Table S2 Correlation between S100A9 expression and clinicopathological features of breast cancer patients in HBreD145Su01.
	Variables 
	n
	S100A9 (High)
	S100A9 (Low)
	P value

	Tumor size
	
	
	
	0.489

	T3
	10
	8
	2
	

	T1-T2
	97
	62
	35
	

	Lymph node
	
	
	
	0.678

	N+
	75
	47
	28
	

	N-
	38
	26
	12
	

	Stage
	
	
	
	0.219

	Ⅲ
	41
	30
	11
	

	Ⅰ-Ⅱ
	72
	43
	29
	

	ER
	
	
	
	<0.0001

	ER+
	72
	37
	35
	

	ER-
	34
	31
	3
	

	PR
	
	
	
	<0.0001

	PR+
	63
	29
	34
	

	PR-
	43
	39
	4
	

	Her2(FISH)
	
	
	
	0.048

	Her2+
	33
	26
	7
	

	Her2-
	73
	42
	31
	



Table S3 The clinicopathological features of breast cancer patients used for serum S100A8 detection by ELISA assays.
	Variables
	n

	Tumor location
	

	Right
	37

	Left
	              28

	Grade
	

	1-2
	47

	3
	18

	ER
	

	ER+
	46

	ER-
	19

	PR
	

	PR+
	 44

	PR-
	21

	Her2
	

	Her2+
	25

	Her2-
	40

	Subtype
	

	Luminal
	34

	Her2-overexpression
	25

	Basal
	6




