A New Genetic Profile in the APOE Gene Region is Associated with Age-Adjusted Cognitive Decline in Admixed Hispanics/Latinos

Yana Hrytsenko, Yogesh Purushotham, Zhirou Li, Carmen R Isasi, Wassim Tarraf, Alberto R Ramos, Martha L Daviglus, Humberto Parada Jr., Charles DeCarli, Hector M Gonzalez, Myriam Fornage, Tamar Sofer”

*Contact: tsofer@bidmc.harvard.edu, Beth Israel Deaconess Medical Center, Harvard Medical School

Motivation and approach APOE, K-mer clusters and other measures of ancestry

. . . pcr 2 =] pC4

* Conventional APOE alleles — €4 and €2 — are associated with AD and related * On the right, we visualized k-mer counts A 8
outcomes. PCs - pairs plots of PC1- PC6; densities k ) I

+ However, effect sizes repeatedly shown to vary with race/ethnicity, and by APOE group. A A 3
genetic ancestry. * There are some differences by group, .\ ‘

* In the Hispanic Community Health Study/Study of Latinos (HCHS/SOL), and especially in PC1. A 2
its ancillary study the Study of Latinos-Investigation of Neurocognitive Aging “ F ' ‘ 2
(SOL-INCA), APOE alleles association with E ik R SRR ——

Mild Cognitive Impairment (MCI) and & S A 4. L é

Significant cognitive decline (from baseline to SOL-INCA exam) ; ZH]JL = (" ¥ K ‘ Lg

was modified by genetic ancestry.
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