Suppl. Table 1. Primers used for MACROD2 mutational analysis
	
	FORWARD
	REVERSE

	1
	GCCTGCGCGGGTGTTAGGT
	AGTGTGCGCGTGTGTACACA

	2
	TTGCATTGTGTTCTTCAGGACT
	TCACAACCAAACAATAATTTCAAAT

	3
	AGAATAAACCACACCCCTTGT
	AAGAAGAGAAACAGAATAGACAT

	4
	TCTCATAAAATAGTAATACAGGCT
	TGCCAAAAGCAGAAATACAAAGT

	5
	AGCACACAACTTCTATAACCCT
	TGTACAAAATCTGAACTCAAGCA

	6
	AGGAGGTTGTGCTACTTAAGA
	TAACCAAATCGGCTACTAAGAT

	7
	TCGTGAGCTGATGTAACTGCT
	TCATGACATTCTTTAATGGGATT

	8
	TGCCTGTGTGTAGGATCACA
	AACCCAAGTGAAGAATGGTCA

	9
	ACCAAAGAGCCCATAGGTTTA
	AGCCTAGATTTTCTGTTACCTT

	10
	ACTCTAGGCTTTAAATTGTGCA
	TACAGCAACTGCAATAGCCTT

	11
	ATCATGTGAGAAGGGATGAGT
	AGCTTTGCCAGGCAAACTGT

	12
	TGTAGCCCATTGGTCTCTGA
	AGAGAGTAGGTGGTGTAGTCA

	13
	AGACATCCCAGCTAGCTACA
	AAGATGGCAGCTACTGATCAA

	14-15
	TTGTATCTTTGCCCTTTGGTTT
	TGGGGTTAAGGAAATGTTCGT21

	16
	AAGAGAACTTAGAAGGCCACA
	TGTTCTAACCAAATATGTTGCTT

	17
	ATGTGAGGGGTGAGAGACAT
	ACTGTGTGACCAGCTTTGTGA


Figure legend supplementary figure 1 
Suppl. Fig. 1. Boxplot showing RNA-Seq normalized gene expression data (RPKM) of MACROD2 from the Genotype-Tissue Expression (GTEx) Project. In the upper panel, all the tissues analyzed in the GTEx are reported. In the lower part it is depicted a magnification of RNA-Seq data about 13 different areas of the brain (yellow boxplots) and the whole blood. 









