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Hap freq
A T G T T A A T A G C T C T T C T A T C C A 0.47
G C A T C A G C G A T A T C C T C G 1 T A G 0.20
A C G C T A G T A G C T T T T C T G A C C A 0.13
A C G C T A G T A G C T C T T C T A T C C A 0.06
A C G C T G G T A G C T T T T C T G A C C A 0.06

Marker ID

Table 7. Frequent haplotypes (>2%) formed by markers in the genomic segments

spanned by trait-associated block 3.The trait-associated block consists of all markers in 

the study that were concordant on frequent haplotypes (i.e. in complete linkage

disequilibrium) with rs6929404, the markers obtained in the stepwise selection

procedure. The block extremities coincide with the positions of the most proximal and

distal markers within each block. The haplotypes include other markers that are situated

between the block extremities but are not in complete linkage disequilibrium with the

block markers, which are shown in bold.  

 


