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haplotype were detected when compared to the reference and are under investigation.
eHiCA using rs10423769 or the APOE promoter as the bait suggested that
rs10423769 locus and the APOE promoter region have evidence of long-range, physical
interactions. Furthermore, both rs10423769 locus and the APOE promoter interact
with common regions in between the two baits, including a cluster of zinc finger (ZNF)
genes upstream of APOE. The reciprocal eHiCAs suggest high confidence interactions
between these loci and with other regions of chr19.

Conclusion: Our results show that the protective haplotype locus of African origin
has long-range, physical interactions with the APOE promoter and other regions on
chr19. It also carries an expanded VNTR specific to the protective haplotype containing

multiple transcription factor binding sites.
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