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Figure S1: Expression levels of LYPD1, TMEM47, and SLITRK2 in various subtypes of 

breast cancer. Datasets used for the analyses are indicated. Normalized data were used for 

these analyses. 



 

Figure S2: Statistical comparisons between different subtypes for the expression of 

LYPD1, TMEM47, and SLITRK2. 

 



 



Figure S3: Ingenuity pathway analysis of genes differentially expressed in LMD-231 

cells. A) Major signaling pathways in LMD-231 cells. B) LMD-231 cells show activation 

of TNF-CEBPA-p53 network. C) ERK-AKT-NF-B signaling network is active in 

LMD-231 cells. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 



Figure S4: Ingenuity pathway analysis of genes differentially expressed in BMD-231 

cells. A) Major signaling pathways in BMD-231 cells. B) BMD-231 cells show activation 

of AKT-ERK-Growth hormone network. C) TNF-p53 signaling network is active in 

BMD-231 cells. 

 

 

Table S1: PAM classifier analysis of microarray results to identify organ-specific 

metastasis signature. 

Table S2: Various comparisons of genes differentially expressed in different cell types. 

ANOVA analysis was performed to measure genes differentially expressed in different 

cell types. 

Note: Tables S1 and S2 are in supplementary Information in oncotarget site.  



Table S3: Sequences of primers used for qRT-PCR 

Gene Forward Reverse 

-Actin TGGATCAGCAAGCAG GCATTTGCGGTGGAC 

CXCL1 CCAGACCCGCCTGCTG CCTCCTCCCTTCTGGTCAGTT 

ESM1 TAATTATGCGGTGGACTGCCCTCA TTCATGCCATCCATGCCTGAGACT 

LYPD1 TTGCGGATTGTTCTTGCTTCCAGG TGATGATGCACAGGACTTGCGGTA 

SGK1 AGGCATGTAGCAGGGAGGCTTATT TTTCATTCTTCGGGTTGCCCAAGG 

SLITRK2 TCGGTTACTAATGACTTGGCGGCT TTAGGCACCTTCGGTGTCAACTCA 

TMEM47 TTACCGCCTGCTTATCCTACCCAA TCCCATTAGATGCTGAAGGGCAGT 

 

 

 


