Table S1: Genes and corresponding primers sequence:
	Primer name
	Sequence

	GAPDH_F
	5′CATCACTGCCACCCAGAAGACTG3′

	GAPDH_R
	5′ATGCCAGTGAGCTTCCCGTTCAG3′

	
	

	[bookmark: _heading=h.gjdgxs]cFOS_F
	5′-GACCATGATGTTCTCGGGTT3′

	cFOS_R
	5′GCAAAAGTCCTGTGTGTTGA3′

	
	

	BDNF_F
	5'-TCATACTTCGGTTGCATGAAGG3′

	BDNF_R
	5′ACACCTGGGTAGGCCAAGTT3′

	
	

	TNFα_F
	5'TGCCTATGTCTCAGCCTCTTC3′

	TNFα_R
	5'CTCTGCAAGAGACTTCCATCCAGT3′

	
	

	IL1β_F
	5'TGCCACCTTTTGACAGTGAT3′

	[bookmark: _heading=h.30j0zll]IL1β_R
	5'CGAGATTTGAAGCTGGATGC3′

	
	

	IL10_F
	5′GCTCTTACTGACTGGCATGAG3′

	IL10_R
	5'CGCAGCTCTAGGAGCATGTG3′

	
	

	NPY_F
	5′TGTTTGGGCATTCTGGCTGAGG3′

	NPY_R
	5′TTCTGGGGGCGTTTTCTGTGCT3′

	
	

	AgRP_F
	5′GGTGCTAGATCCACAGAACCG3′

	AgRP_R
	5′CCAAGCAGGACTCGTGCAG3′

	
	

	POMC_F
	5′CTCCTGCTTCAGACCTCCAT3′

	POMC_R
	5′CAGTCAGGGGCTGTTCATCT3′

	
	

	CART_F
	5′CGAGCCCTGGACATCTACTC3′


	CART_R
	5′CGGAATGCGTTTACTCTTGAGC3′

	
	



[bookmark: _GoBack]Table S2: Parameters used in the MS-DIAL:
	Parameter
	Value

	MS1 tolerance
	0.01

	MS2 tolerance
	0.05

	Minimum peak height
	1000

	Minimum peak width
	5 scan

	Identification score cutoff
	70%



