


What is SCAN?

• For each SNP, the SCAN database provides: 
– (1) Summary information from eQTL mapping of HapMap SNPs to gene expression 

(evaluated by the Affymetrix exon array) in the full set of HapMap CEU (Caucasians from 
Utah, USA) and YRI (Yoruba people from Ibadan, Nigeria) samples;

– (2) LD information, including what genes have variation in strong LD (pairwise or multilocus 
LD) with the variant and how well the SNP is covered by different high-throughput platforms; 

– (3) Summary information available from public databases (e.g., physical and functional 
annotations); and 

– (4) Summary information from other GWAS. 
• For each gene, SCAN provides annotations on: 

– (1) eQTLs for the gene (both local and distant SNPs); and 
– (2) The coverage of all variants in the HapMap at that gene on each high-throughput 

platform. 
• For each genomic region, SCAN provides annotations on:  

– (1) Physical and functional annotations of all SNPs, genes, and known CNVs within the 
region; and 

– (2) All genes regulated by the eQTLs within the region.



What are the HapMap Samples?

Epstein Barr Virus-transformed lymphoblastoid cell lines derived from apparently healthy 
individuals of African (YRI), European (CEU) and Asian (CHB and JPT) ancestry
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Profiling of mRNA Expression

87 CEU samples in trios

89 YRI samples in trios

Affymetrix Human Exon Array 1.0ST

(~18,000 Genes)

mRNA expression 

(~10,000 expressed gene-level transcripts)
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Enter list of genes (white 
space or comma 

separated) or upload a file 
with list of genes.  Use 

official gene symbol 
(assigned by HUGO).



Select options indicating 
what to include in the 

results set.



Specify p-value threshold.



Download the result.  Here 
is a list of SNPs that 

predict the expression of 
the gene in LCLs and 
associated p-value.Click on the 

gene for more 
info.



Image of gene 
showing 

alternative 
splicing, coding 

regions, and gene 
products

Map of gene 
relative to 

neighboring 
genes. Queried 

gene in red.



Measures of (high throughput) 
platform coverage using 

multilocus LD



Enter list of SNPs to 
query or upload a file 

containing list of SNPs.

Select options 
indicating what 

annotations to include 
in result set.



The list of genes for 
which the given SNP is 

an eQTL and the p-
value of the SNP-

expression association



Enter list of regions or upload 
a file with list of regions.  A 
region may be specified as 
chromosome:start:end or as 
rsNum1:rsNum2 for a pair of 

SNPs on the same 
chromosome.
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