CGDSNP: A High Quality Integrated
Mouse SNPs Database

The Center for
Genome Dynamics

—~J)The Lucie N. Hutchins, Gary Churchill, Joel H. Graber at
% ]ackson The Jackson

7 Laboratory The Jackson Laboratory , Bar Harbor, Maine 04609 USA Laboratory

Abstract The Web Tool
http://cgd.jax.org/cgdsnpdb/

Single nucleotide polymorphisms (SNPs) are an important tool to study
genetic variations. We present CGDSNP, a SNP database with more than 8
Millions SNPs from 74 strains of laboratory mice, drawn from several
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Additional search capabilities
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SNPs Brief Summary c information ¥isplay intron rank for intronic SNPs
Total SNPs 8,316,925 i . ¥Gene coordinates YOverlay SNPs with predictions of functional elements
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Total Intergenic SNPs 4,990,628 (60%)

Additional sources of SNPs
Total SNPs On Genes 3,326,297 (40%)

Additional features as requested by users

Total Strains 74
Number of Sources 4




