
Guide to web-based search on GRASP v2.0 

In addition to making the entire GRASP database available for download, users may search the GRASP 
database using this web interface. 

There are multiple search options within GRASP. These include searching by chromosomal location 
(chromosome and base pair), gene name or ID, phenotypic category and trait, and SNP ID (rsID). Various 
optional filters can be imposed on the querying results: (1) a p-value threshold (default=0.05) and (2) 
SNP functional class (exon, intron, neargene, and UTR) (default=none). 

Below is an example of a GRASP search for the APOE gene with a p-value threshold of p<1.0x10-5. This 
will search the entire GRASP database for SNP associations within the APOE gene (as defined by current 
NCBI boundary definitions) with all phenotypes that has a p-value less than or equal to 1.0x10-5. 

A general note is that users conducting multiple searches will generally want to select the “Clear” 
buttons between searches. 

 

A screenshot of the results of the above APOE search with a p-value filter of p<1.0x10-5 are below. 
Results are sorted in ascending p-value order (i.e. associations with the lowest p-values are presented 
first).  

For each SNP-trait association, the following information is presented: (1) NHLBI Key, a unique identifier 
for each SNP association result in the database; (2) SNP ID, the dbSNP ID identifier in the current dbSNP 
Build; (3) P-value, the reported p-value for this particular SNP association; (4) PMID, the pubmed ID for 
the publication where this SNP association was reported with hyperlink to the abstract; (5) Location, 
where in the publication the result is reported; (6) Phenotype, the trait the reported SNP is associated 
with; (7) Phenotype Category, general category(ies) where the trait and all other traits in that 



publication fall into; (8) Chr, chromosomal location of the SNP; (9) Position, base pair position of the SNP 
(automatically updated by NCBI as genomic builds are updated); (10) InGene, the gene the SNP is within 
if located in a gene region (based on current NCBI definitions); (11)Total Samples, the total number of 
subjects (both discovery and replication, if completed) in the analyses [Note: this sample size may or 
may not correspond exactly to the p-value and trait association displayed within a given paper]; and (12) 
Platform, the genotyping platform with the number of markers (or estimation if exact number not 
presented in paper) used in association analyses. 

 

The results of searches from the web-based interface are available to copy and paste or for export in 
.csv or Excel formats. The exported results contain deeper annotations than those presented on the 
web-interface. These annotations include journal of publication, discovery/replication sample size, 
minor allele frequency in dbSNP, PolyPhen/SIFT predictions for coding SNPs, among various other 



functional and study-level annotations. Deeper annotations are continuously being added to the GRASP 
database and will be announced as they are added to the database. 

In addition to searching for single genes or SNPs, users can also search for multiple genes or SNPs in a 
single query. An example using two genes, APOE and ABO, is presented below. Gene/SNP IDs should be 
separated by a comma (please see example below).  

 

The same filters (p-value threshold, exonic/intronic/neargene/UTR) can be imposed on the multiple 
gene/SNP queries. 

All search results are available for export as indicated above. 

 

 

 

 

 

 

 

 

 



 

The resulting output will return all SNP entries within the APOE or ABO genes in order by p-value. 

 

Questions about the use and details of the GRASP data may be referred to Andrew Johnson (johnsonad2 
at nhlbi dot nih.gov). 


