
The Dependence of Computational Assignment of Putative SNPs on Choice of 
Alignment Tool

Deepti Anand, Lucie N. Hutchins, Joel H. Graber
The Jackson Laboratory , Bar Harbor, Maine 04609 USA

Sample output illustrating the alignments from 
ssahaSNP, Paracel BLAST and BLAT

Putative SNPs in the subset and the complete set of MSM Sequences 
Complete set of 174,798  MSM Sequences

SNPs observed in the entire length of sequences

Subset of 10,000 MSM Sequences

SNPs observed in the entire length of sequences

Complete set of 174,798  MSM Sequences

SNPs observed in the 150-300 bp window of sequences

Subset of 10,000 MSM Sequences

SNPs observed in the 150-300 bp window of sequences

Methods

Introduction

Alignment distribution with 
ssahaSNP, Paracel BLAST and BLAT

Subset of 10,000 MSM sequences

SNP Statistics for sequences aligned by 
ssahaSNP, Paracel BLAST and BLAT

Abstract

Conclusion


	Slide Number 1

