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Very large data sets
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Very large data sets

Ingo Ruczinski Genotype and DNA copy number estimation

jhu

Genomic arrays

http://www.affymetrix.com
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Copy number estimates are noisy
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Plate effects
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Confounding of plate and disease
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Genotype estimates are more robust

Birdseed CRLMM
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Allele specific copy numbers

Ingo Ruczinski Genotype and DNA copy number estimation

jhu

Allele specific copy numbers

At locus i , for subject j in plate p, we have for allele k ∈ {A,B}

Ikijp = νkipδkijp+φkipckijpεkijp =⇒ ĉkijp = max
{

1
φ̂kip

(

Ikijp − ν̂kip
)

, 0
}

[ SCH · IRI · RIT · CAR · RUC | TECH·REP 2010 ] • [ SCH · RUC · CAR · DOA · CHA · IRI | BIOSTAT 2010 ]
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Vanilla and ICE HMMs for genotype and copy number
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[ SCH · PAR · PEV · RUC | AOAS 2008 ]
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Open source software

[ SCH · · · RUC | BIOINF 2007 ] • [ SCH · RUC | M·MOL·BIO 2010 ] • [ SCH · RUC · · · IRI | BIOSTAT 2010 ]
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A software vignette

[ SCH · IRI · RIT · CAR · RUC | TECH·REP 2010 ]
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Compendium
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