
 
 

 
 
 
 
 

 

RESEARCH USE STATEMENT  
AND NON-TECHNICAL SUMMARY 
 

Research Use Statement for Application for Genomic Data from NIAGADS 
Please limit to 2,200 characters max. The statement should include the following 
components: 

• Objectives of the proposed research; 
• Study design; 
• Analysis plan, including the phenotypic characteristics that will be evaluated in 

association with genetic variants 
 
Research Use Statement: 
 
We are requesting access to the NIAGADS datasets so that they could be used in the 
replication phases as part of the two following grants funded by NIA: 
AG041718 “Deep Resequencing of Candidate Gene Regions in Late-onset Alzheimer’s 
Disease” (PI: Kamboh: 2012-2017) 
AG030653 “Search for the Alzheimer’s Genes” (PI: Kamboh, 2015-2020) 
The primary goal of the AG041718 application is to perform deep resequencing of GWAS-
confirmed loci in order to identify both common and rare variants associated with late-onset 
Alzheimer’s disease (LOAD) risk. A working hypothesis of this application is that rare variants in 
candidate genes explain, in part, the missing heritability of AD. The specific objective of this 
application is to perform deep resequencing of GWAS implicated regions in selected samples of 
LOAD cases and controls to identify both common and rare variants (Aim 1) and then screen 
rare and common variants in additional LOAD cases and controls from our center (Aim 2) 
followed by association analyses with the risk and age at onset (AAO) of AD (Aim 3). 
Replication of significant variants obtained in Aim 3 will be sought in a large second stage 
replication sample (Aim 4). Significant SNPs identified in above aims will be examined in 
relation to their effects on brain gene expression (Aim 5). 
Common variants (MAF ≥5%) identified in the discovery sequencing samples have been further 
examined in our internal replication sample to narrow down the significant variants for further 
replication in independent samples. We plan to examine in silico the replicated significant 
variants in independent GWAS datasets obtained from NIAGADS and will then choose the 
confirmed significant variants for follow-up genotyping in a larger case-control sample. In 
addition to the rare variants seen in our sequencing sample, we will also include published rare 
variants of interest in candidate genes for follow-up genotyping. 
The primary objective of the AG030653 application is to perform whole-genome sequencing 
(WGS) and/or whole-exome sequencing (WES) to identify casual common and rare variants 
associated with selected AD-related phenotypes, including disease progression and survival 
among AD cases, and deposition of amyloid-beta (Aβ) by amyloid imaging in the brain. Variants 
examined in our discovery sequencing sample will be examined further in silico in the NIAGAD 
and ADSP datasets before selecting the final list of common and rare variants for follow-up 
genotyping in larger replication datasets. 
 
Non-Technical Summary for Application for Genomic Data from NIAGADS 
Investigators will provide a non-technical summary of their proposed research.  If 
the project is approved, this statement will be publicly available for lay audiences 
to read the purpose and objectives of the research. Please limit to 1,100 
characters. 
 
 



 
 

 
 
 
 
 

 

RESEARCH USE STATEMENT  
AND NON-TECHNICAL SUMMARY 
 

As part of our currently funded NIH grants we are performing targeted sequencing of 
GWAS-implicated loci, whole-genome sequencing and/or whole-exome sequencing to 
identify casual common and rare variants associated with Alzheimer’s disease (AD) and 
AD-related phenotypes. Variants identified in our discovery sequencing sample will be 
examined in the requested purpose. 


