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Motivation

It is well known that Affymetrix Chip Definition Files (CDFs), contain wrongly annotated probes that lead to misinterpretation of the experiments results. Several methods to
Identify such groups of probes have been lately developed. One of them is founded on customized CDFs where probes map uniguely to genes contained in the
EntrezGene database based on the latest genome and transcriptome released information.

Keywords: Gene Filtering, FARMS (Factor Analysis for Robust Microarray Summarization), I/NI calls (Informative/Non-Informative calls), SPC (Single Probe
Constribution),LCMM (Latent Class Mixed Model),CDFs (Chip Definition Files)

Customized CDFs = Probesets are redefined to ensure each probe hits only one genomic location and all
probes within the same probeset mapped to the same target transcript
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Probe content and genomic location in probeset 14972 _at Example of blasting the Non reliable probe sequence
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Head arrows: multiple alignments and hits

Rectangular box: where the probeset maps

Method

Factor Analysis Based Method - INland SPC

. . . . Probabilistic method -> LCMM and ICC
- Informative non informative call and Single Probe

- Latent Class Mixed Model and Intra-Cluster Correlation

Contribution n;

> Probe sets by where the majority of the probes are consistent in -> Probesets by where probes are grouped and array-array
terms of intensity [1] vanability differing between such groups

> Filtering score: Computed value of signal to noise ratio for each - Filtering score: Intracluster correlation quantify average
probe as individual donation to its probeset correlation between any pairs of observation in a probeset

-2 “non reliable-bad” probes those group of probes that fail to > “Informative Probeset” acording to ICC cut off

detect a signal confirmed by other probes
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Results

The discnmination between non reliable-bad probes from reliable-good probes was computed through two altermative methods obtaining accuracies of wrongly performing probes in the
range of 60-70% for both approaches
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