Figure 1 (additional material): ACE gene structure and position of the polymorphisms typed and ancestral intragenic recombination breakpoints
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Table 1: Details of genotype determination methodology 

	ACE polymorphism
	Primers for PCR amplification
	Genotyping method

	    rs 1800794  (T/C)
	F: 5’-TCTTGGAATGTACCCACTGAGGATA-3’

R: 5’-CAAGAGCAAAACTCCGTCTCAAAA-3’
	TaqMan®

	   rs 4311  (C/T)
	F: 5’-CCCTTCCCGCTACAACTTC-3’
R: 5’TTTGAGGTCTGGAGGAGCAT-3’
	Mass-spectrometry

	   ID  (I/D)
	F: 5’-GGAGAGAGACTCAAGCAC-3’
R: 5’GGGTAAAACTGGAGGATGG-3’
	Agarose gel

	   rs 4366  (G/C) 


	F: 5’-TGTTCCTCCATCCTCCTTCA-3’
R: 5’CGGCAAGTTGTACACCAAAA-3’
	Mass-spectrometry

	   rs 12449782  (A/G)
	F: 5’-GGGTGGAAGTTTATGATTACATAGGACAAT-3’

R: 5’TCTGGTAAACAAAGAGCTTTCAAAACAG-3’
	TaqMan®


Table 2: Pairwise LD between the ACE polymorphisms in the participants with type 1 diabetes 

	           
	rs1800764
(T/C)
	rs4311
(C/T)
	ACE_ID
(I/D)
	rs4366
(C/G)
	rs12449782
(A/G)

	rs 1800764 (T/C)
	
	0.61//0.36
	-0.85//0.54
	-0.79//0.50
	-0.77//0.43

	rs4311 

(C/T)
	0.59//0.31
	
	-0.98//0.73
	-0.92/0.66
	-0.89//0.59

	ACE_ID  (I/D)
	0.84//0.50
	0.97//0.71
	
	0.97//0.92
	0.91//0.81

	rs 4366
(C/G)
	0.77//0.46
	0.91//0.66
	0.97//0.88
	
	0.91//0.79

	rs 12449782
(A/G)
	0.76//0.41
	0.87//0.56
	0.88//0.77
	0.90//0.74
	


D'// r² were estimated separately in controls (above the diagonal) and in cases (below the diagonal). All D' and r² were highly significant (p < 0.001)







