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Accession	Cancer		Sample		Array		Spearman P & R Values of Correlation Between	       	         	           References
ID 	Type		Count 		Platform	CD19 & CXCL11	CD19 & CD8		CXCL11 & CD8		 

GSE7390	     Breast	198		GPL96		<0.0001, 0.4200	<0.0001, 0.5408	<0.0001, 0.5734            (1,2)
GSE3494	     Breast	251		GPL96		<0.0001, 0.4364	<0.0001, 0.4970	<0.0001, 0.6161            (3-5)
GSE1456	     Breast	159		GPL96		<0.0001, 0.3151	<0.0001, 0.2844	<0.0001, 0.5498            (6,7)
GSE37751	     Breast	108		GPL6244	<0.0001, 0.4924	<0.0001, 0.5525	<0.0001, 0.5974            (8-10)
GSE42568     	     Breast	121		GPL570	<0.0001, 0.3502	<0.0001, 0.4916	<0.0001, 0.6125            (11)
GSE19536     	     Breast	114		GPL6480 	<0.0001, 0.6266	<0.0001, 0.7988	<0.0001, 0.8067            (12-14)
GSE19783	     Breast	115		GPL6480  	<0.0001, 0.5625	<0.0001, 0.7710	<0.0001, 0.7309            (12,13,15)
GSE21653	     Breast	266		GPL570	<0.0001, 0.4431	<0.0001, 0.6664	<0.0001, 0.5856            (16,17)
GSE3143	     Breast	158		GPL8300 	<0.0001, 0.3900	<0.0001, 0.5782	<0.0001, 0.6003            (18)
GSE48390	     Breast	81		GPL570	=0.0007, 0.3709	<0.0001, 0.5496	<0.0001, 0.5250            (19)
GSE58812	     Breast	107		GPL570	<0.0001, 0.4907	<0.0001, 0.7522	<0.0001, 0.5891            (20)
 
Note: GPL96, Affymetrix Human Genome U133A Array (HG-U133A). GPL6244, Affymetrix Human Gene 1.0 ST Array [HuGene-1_0-st transcript (gene) version]. GPL570, Affymetrix Human Genome U133 Plus 2.0 Array (HG-U133_Plus_2). GPL6480, Whole Human Genome Microarray 4x44K G4112F (Agilent-014850 Probe Name version). GPL8300, Affymetrix Human Genome U95 Version 2 Array (HG_U95Av2).
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