
  AncestrySNPminer Manual 
 
 
AncestrySNPminer is a simple yet powerful preprocessing web based application, which is capable 
of mining millions of SNPs useful in ancestry and admixture mapping using multiple filters at a 
time. The power of this technique relies on mining ancestry informative markers (AIMs) between 66 
different combinations of populations in HapMap database and 2809 different combinations of 
populations in Human Genome Diversity Project data to infer ancestry along the chromosomes of 
admixed individuals. 
 

 

 



 
 
Steps to use AncestrySNPminer: 
 
Login page: 
 
User has to sign-in with their email-id in order to access AncestrySNPminer application.  
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



First time users need to register by filling out a quick registration form. 
 

 
 
 
1. Select Database: 
 

HapMap and HGDP-CEPH Human Genome Diversity Project are the databases available with 
AncestrySNPminer application. User-defined input allows user to upload the two ancestry 
population files of choice. We have future plans to include 1000 Genomes Project database.   
 

 
 
2. Text Query (Optional): 
 

User can type in or copy-paste the SNP ID’s or Gene Symbols separated by a new line.  
Note:  For Query through Genes select Genes option. For query through SNPs select SNPs. 
 

 
 
 



3.  Position Query (Optional):  
 

Position Query allows the user to mine SNPs near a region of interest by specifying the start 
position and end position of the chromosome. For example, below is the position query that 
returns all the records of SNPs present between start position 10905506 and end position 
238767839 in the selected populations and chromosomes. 
 

 
 
4. Choose Populations: 

User has to select any two populations to retrieve Ancestry Informative Markers. 

HapMap: 

The web interface allows the user to select 66 different combinations of populations. In the 
below snapshot populations CEU and YRI are selected.  
 

 
                     
HapMap Phase III release includes 11 different populations: 

 
 
 
 
 
 
 
 
 
 
 
 

 
HGDP: 

The web interface allows the user to select 2809 different combinations of population. In the 
below snapshot populations Colombian of America and Yoruba of Africa are selected. 
 

Code Populations 
ASW African ancestry in Southwest USA 
CEU Utah residents with Northern and Western European ancestry from the CEPH 

collection  
CHB Han Chinese in Beijing, China 
CHD  Chinese in Metropolitan Denver, Colorado  
GIH  Gujarati Indians in Houston, Texas  
JPT Japanese in Tokyo, Japan  
LWK Luhya in Webuye, Kenya  
MXL Mexican ancestry in Los Angeles, California  
MKK Maasai in Kinyawa, Kenya  
TSI Toscani in Italia  
YRI Yoruba in Ibadan, Nigeria  



 
             
HGDP-CEPH Human Genome Diversity Project consists of 53 populations from 7 different 
regions: 
 

 
 
User-Defined Input: 

User can upload population 1 and population 2 files in a specific format as given below. 

 

 
             
Input File Format: 

 
 
 



5. Select Chromosomes:  
 

The user has options to select either any one chromosome or multiple chromosomes or all the 
chromosomes. 
 
Note: Hold Control key in case of windows OS and command key in the case of Mac OS to 
select multiple chromosomes. Use shift key to select all the chromosomes. 
 

 
 
 
6. Attributes (Optional): 
 

User is provided with an option to select different attributes related to the SNPs. 
Gene Information provides Gene Symbol and description linked with the SNP. 
 

 
 
Gene associated information provides Ensembl GeneID, Biotype, dbSNP Synonym, Affymetrix 
chip ID, Illumina chip ID, Consequence to Transcript or Consequence Allele information. 
Gene Ontology information gives the function, biological process and cellular component for the 
SNPs. 

  
           
 



 
 
 
 
FILTERS: 
 
7. Delta: 
 

User can use either the provided filter value by selecting the radio button or may input a custom 
value. A marker with delta = 1 provides perfect information regarding ancestry whereas a marker 
with delta = 0 carries no information. Significant cutoff value for delta is 0.3. 
Note:  Make sure to unselect the radio button if you are using custom value. 
 

  
 
8. F Statistics (FST):  
 

User has an option to select either radio button or provide custom value. Values of FST can 
range between 0 and 1. A high FST value implies a considerable degree of differentiation 
between populations. Significant cutoff value for FST is 0.4.  
Note:  Make sure to unselect the radio button if you are using custom value. 
 

 
 
9. Fisher Information Content (FIC): 
 

User has an option to select either radio button or provide custom value. Significant cutoff value 
for FIC is 2.0.  
Note:  Make sure to unselect the radio button if you are using custom value. 
 

 
 
10. Shannon Information Content (SIC): 
    

User has an option to select either radio button or provide custom value. Significant cutoff value 
for SIC is 0.3. 
Note:  Make sure to unselect the radio button if you are using custom value. 
 



 
 
11. Informativeness for assignment measure (In): 
 

User has an option to select either radio button or provide custom value. Significant cutoff value 
for In is 0.3. 
Note:  Make sure to unselect the radio button if you are using custom value. 
 

 
 
12. Composite Measure: 
 

Composite measure is calculated by ranking each measures individually, dividing average of 
ranks for the five measures by highest average rank.  
Composite measure of score 0.0 means most informative marker while 1.0 means the least. 
 

 
 
13. Spacing between markers (Optional): 
 

User can set a value for spacing between markers by selecting the values provided or by entering 
a custom value. 
             

    
 
14. Output: 
 

User has an option to view the result on the web browser or to download. Select display to get 
the result on the browser or select download and choose the file format to save on local hard 
drive. 
 



 
 
 
15. Display Output:  
 

Snapshot of the result displayed on the browser window when user clicks the display button 
using chromosome one between populations CEU and YRI. The input values of the filters are 
also displayed for verification. Output is sorted based on composite measure i.e., most 
informative to least informative markers.           
 

 
 
 
 
 
 
 
 
 
 



 
16. Tab delimited text file: 
 

Snapshot of tab delimited text file when the user selects tab delimited text format and clicks 
download button. 
 

 
 
 
17. Excel Format File:  
 

Snapshot of Excel file when user selects Excel format and clicks download button. 
 

 


