
Sequence Alignment 

cross_match and Cap3 

Get potential clusters for SNP detection

Clusters with more than 4 members 

Get potential SNPs and differentiate inter- or intra-SNPs

Potential SNPs screening needs every allele ≥ 2 ESTs 

within genotypes are identified  

Distinguish paralogs and detect reliable SNPs 

Haplotypes are identified in every cluster; based on 

haplotypes, potential clusters with paralogs are 

distinguished and reliable SNPs are detected 

Filter 2 

Screen reliable SNPs with high confidence score (HCS)

Confidence score is calculated for every SNP based on 

the number of sequences in high or low quality region. 

Reliable SNPs

Detect Non-synonymous SNPs 

Based on analysis of FASTY results, correct ORF is 

detected and non-synonymous SNPs are identified

Non-synonymous SNPs 

Transfer all information of reliable SNPs to database

All data are formatted for database; SQL script 

creates database and transfers data to database 

Web interface 
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