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EXPERIMENTAL DESIGN
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NORMALISATION (MA plot)
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NORMALISATION (correlations between M values)
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ANALYSIS (models)

GENE ONTOLOGY
Homo sapiens dbase 19.01.08; 912 terms

GENE

11 732 genes

univariate
y=4+S+go+E€ y=4+St+Qgene+e
gene ~ N(O,Gagzene)
multivariate
y=u+s+got+ar +e€ y=u+st+genet+ar +e€
ar ~ N(O,Aajrray) gene ~ N(O,Gﬂgene)
2
ar ~ N(O,Aaa”ay)
y — M value S — spot (2) gene —gene ID (11 73

go — gene ontology term (912)

ar — array (14)
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ANALYSIS (covariance matrices)

ar ~ N(O,Aaazrray) * based on similarity in experimental
A 14x14 design (families A-E)
gene ~ N(O,Gagene) 20 S0
G 1173211732 =
% 10

* based on maximum pairwise
semantic similarity between 5
GO term sets

Schlicker et al. 2006 0+

; i ) 05 2 35 5 65 8 100
* identity matrix coefficient value




ANALYSIS (effect selection)

—— A2

gene ontology: H,: GO =0 W =59 ~X; P =PNg
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0.005 % of N(0,1)

estimate of gene effect




# of GO with P<0.10

RESULTS (gene ontology)
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RESULTS (gene ontology)
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RESULTS (genes)
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RESULTS (gene)
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CONCLUSIONS

1.
2.

Large difference between normalisations

Low correlations between arrays

3. Good correspondence in effect estimation

GO terms significant on: 11+1, 10+1, 6+1 models

Genes significant on; X(14+1) 3x(10+1) models
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