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3. SNP Map View 

 
 

4. SNP Annotation Page 

This is a page for the annotations of each SNP. The SNP page starts with a summary table of the 
SNP basic information. Following the summary table, a group of tables show the related annotations, 
including Variant Details(Genomic Placements, Gene Variants), Frequencies in different populations, 
supportive publications, P-Values in different studies, eQTL (if the SNP is an eSNP in brain), meQTL 
(if the SNP is a meSNP in brain). A genomic view is available to look the around of the SNP. 
Enhancers (if there are any within 50kb of the SNP), and promoters (if any) are presented at last. 

4.1 The basic information of the SNP 

 
It shows the basic information of the SNP. 

Node can be clicked, and 

links to the SNP annotation 

page 



4.2 The basic information of the SNP 

 
A group of tables was used to show more annotation information. The tabs on the left side can be 
clicked, and the table on the right side will be changed correspondingly. 

4.3 Genomic View 

 
The Genomic View shows the position of the SNP and the nearby genomic information. 



4.4 Enhancers and Promoters 

 
The enhancer and promoter information is listed as both tables and figures. 

5. Gene Page 

This page shows the annotation information for a gene. The GENE page is heavily loaded with many 
types of information. It typically takes a few seconds to load. 

5.1 The basic information of a Gene 

 



It shows the basic information of the Gene. Sherlock p-value and Logarithm Bayes Factor (LBF), 
and Pascal p-value are calculated for each gene. If this gene is associated with DNA Methylation in 
Brain-Prefrontal Cortex, a Differential Methylation table will be shown. 

5.2  Gene expression in different tissues 

 
Gene expression data from GTEx v7 and ENCODE are shown as a Column Chart. 

http://sherlock.ucsf.edu/
https://www2.unil.ch/cbg/index.php?title=Pascal


5.3 Temporal and Spatial Expressions 

 
Temporal and Spatial Expression data from BrainSpan were shown. 

5.4 Top co-expressed genes 

 
Top 10 positively and negatively co-expressed genes in Brain-Frontal Cortex (BA9) were calculated 
by using GTEx v7 dataset. 



5.5 Drug, GO/Pathway, PPI, and Publication 

 
At last, Gene related drugs/Compounds from DrugBank and CTD were listed, also, GO term, 
pathway data from KEGG and Reactome are provided, and the supportive publications are listed at 
the bottom. 

6. Secondary Analyses 

 We searched the GEO database and collected related datasets to get Differentially 
Expressed Genes (DEGs). GEO2R was used to define the differentially expressed genes. 

 Two Genome Wide Association Study (GWAS) datasets about AD and ND were collected. 
Sherlock, Psacal and MetaXcan Analyses had been done on these two datasets. 

o Summary statistics data of a Genome-Wide Association Study of Alcohol 
Dependence in an European-American Population is from Study of Addiction: 
Genetics and Environment (SAGE) (phs000092)[1] 
(https://www.ncbi.nlm.nih.gov/projects/SNP/gViewer/gView.cgi?aid=2906) 

o Summary statistics data of a Genome-Wide Association Study meta-analysis of 
Nicotine Dependence (cigs per day) in an European Ancestry population is from 
Tobacco and Genetics Consortium (TAG)[2] 
(https://www.med.unc.edu/pgc/results-and-downloads) 

Reference: 

[1]. Bierut, Laura J., et al. "A genome-wide association study of alcohol dependence." Proceedings of the National 

Academy of Sciences 107.11 (2010): 5082-5087. 

[2]. Furberg, Helena, et al. "Genome-wide meta-analyses identify multiple loci associated with smoking 

behavior." Nature genetics 42.5 (2010): 441. 

https://www.ncbi.nlm.nih.gov/projects/SNP/gViewer/gView.cgi?aid=2906
https://www.med.unc.edu/pgc/results-and-downloads


 Tissue-Specific Enrichment Analysis (TSEA): 
To check the ANCO genes distribution enriched in different tissues based on GTEx data, we 
have done the Tissue-Specific Enrichment Analysis (TSEA) using Fisher's Exact Test. 
ANCO dependence-associated genes were found to be specifically enriched in brain regions. 

6.1 Differentially Expressed Genes 

 
The first part of the page shows the Differentially Expressed Genes (DEGs) retrieved from GEO 
Database. 

6.2 Top Ranked Genes in Different Tissues Based on Sherlock Analysis 

 

Top # Gene Select dataset Select tissue 

https://bioinfo.uth.edu/ancogenedb/views/analyses.php


6.3 Top Ranked Genes/Pathways Based on Pascal Analysis 

 

6.4 Top Ranked Genes in Different Tissues Based on MetaXcan Analysis 
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6.5 Tissue-Specific Enrichment Analysis (TSEA) 

 
The Tissue-Specific Enrichment Analysis (TSEA) was done by using SNP-Mapped Genes. 
*: The Most (1st) Enriched Tissue. 
+: The Second (2nd) Enriched Tissue. 
 -: The Third (3rd) Enriched Tissue 
 



7. Search Functions 

 
To search for a gene, please use the gene symbol or gene ID. A list of genes whose symbols 
contain the query string will be listed. For example, searching using "AKT" will lead to AKT1, AKT2, 
and AKT3. A brief illustration of the resultant page is shown below. 

To search for SNPs, you may use the function to search directly using the rs ID (if you know the ID). 
This will lead to the SNP page (see section "4. Illustration of the SNP page" below for illustration). 

Alternatively, if the user only knows the genomic region where the SNP is listed, the function "search 
by region" can be applied. 

Additionally, we provide a combinatorial query function, phenotype related Genes/Drugs/SNPs can 
be retrieved. 

8. Contact 

ANCO-Gene DB appreciates your feedback. Please send an Email if you wish to make a request, a 
comment, or report a bug. 
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