
Supplementary Figure S4: (a) Phylogenetic tree of the 24 haplotypes from 12 CEU fathers which are heterozygous 
regarding the 730Kb wide region under TD in Chr6p (715 SNPs, Fig. 3).  NA-codes identify the 12 subjects 
according to the HapMap nomenclature (www.hapmap.org). Transmitted haplotypes are marked with a green 
triangle (   ), while a red square (   ) marks the non-transmitted ones. The bootstrap consensus tree inferred from 

110,000 replicates  is taken to represent the phylogenetic distances among the haplotypes analyzed. The 
2phylogenetic tree was inferred using the neighbor-joining method . The percentage of replicate trees in which the 

associated taxa clustered together in the bootstrap test are shown next to the two major branches. Phylogenetic 
3analyses were conducted in MEGA4 .  (b) Alignment of the central region of the SNP sequences that originated 

the phylogenetic analysis. Transmitted and non-transmitted haplotypes are marked as in panel a. 
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