Table S1. Primers sequences used for RT-qPCR.
	Gene
	Forward primer
	Reverse primer
	Source

	FABP4
	5′-TGGTGCTGGAATGTGTCATGA-3′
	5’-TGGAGTTCGATGCAAACGTC-3′
	Piantoni et al., (2010)

	NHE3
	5’-GACCCCAAGCTCAACGAGAA-3’
	5’-TCTCGAGACTTCTGAGCCGA-3’
	Gordon, (2007)

	ABCA1
	5′-CGGCGGCTTCTCTTGTATAGC-3′
	5′-TTCAAGCGTGAGCTGAAACG-3′
	Bionaz et al., (2008)

	ACAT2
	5’-CCGCTGGCTGACAGTATACTTTG -3’
	5’-TGGCCACATTTTCAGCTGTAAT-3’
	Steel et al., (2011)

	β-Actin
	5′-CTAGGCACCAGGGCGTAATG-3′
	5′-CCACACGGAGCTCGTTGTAG-3′
	Charavaryamath et al., (2011)
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