
Figure S5. The location of 13 SNVs, found in breast cancer patients, in 

relation to the 5’UTR features of ABCA genes. 
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GCAAATTCTAGATACATGGTAGAGACCAGGAGAAAATATGAATAACTTTCTTCTAAACAA 
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>A10_Human 

TAGTAGTACTAACAACGTTTTATAGGAGCACAATTAATTTTACTTAGGATAAGTGTTGTT 

ATTATTGTTTTTATTGTTGTTCTGTTAGTTACTCAAAACTTCATTCTAATTGTGCCCTGA 

GTTTGTTAAAATACCATACTGTATTTTTGTGTAACATGTAAATAGGCATTAATTTTTGAG 
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ATTGCTCTGCAATATTTACTTTACCCTGTTAATGAACAGGACAAAATGGTTAAAAAAGAG 
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GTGGATAGGCAATTAATTTCATGGAGAGTAGGAGGTGTGGGTTCAGCTGCTGCTTTTTTT 

TTTTTTTCAGTGAGGCATTATCTGAATGATGCTCATTCTCTCTTGAGTCTGGACTTCGTG 

CAACAAGCAGCAACTGGATATTATTTTAAAATAAGCATAAGCCACCCAAAGATACTGATC 

TGGGTCCTTCTTTTGGAAGAAGAGTTGATTGAGAAGTGCCTCTTGGTTAAGGATTAACCA 
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