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* Next Generation Sequencing and Analysis — Turnkey operation
— 6 lllumina GA Il sequencers

— Alpheus web-based sequence analysis , visualization &
discovery for gigabase-scale projects (currently only software
system of its kind)

— JMP-Genomics interface for downstream statistical analysis
— Digital Transcript Expression Analysis pipeline
— Infrastructure to quickly turn around results

— See our PLOS paper on Genomic Convergence Analysis of
Cerebellar Cortex in Schizophrenia

— Visit http://sequencing.ncgr.org  or email fds@ncgr.org
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