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Scalable Design in Biology
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Cohort of adult female CFS patients
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I: A very Different Inmune Response Strategy
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2Chip Human Genome (HG) U133 Plus 2.0 Array * g

data was RMA background-adjusted and quantile norm
Affymetrix Power Tools (APT) platform.
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Prv-babiliwdbeillg in CREEEP STATSA Probability of being in
| an"up”state = 0.95 an"up”state = 0.8
{frem gene expression) \ / (from gene expression)

KIT ™~ Caleulated prabability of the interaction
being “active”:
Probability of being in 0.9540.6 = 0.76
an"up”state = 0.7
(from gene expression)

Consistency:
Defined as
bability(active interaction) x probability["up” output gene) +
robability(inactive interaction) x probability("down” cutput gene) =

0.76°0.7 + (1-0.76)%(1-0.7) = 0.604
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GWI Network of pathway elements
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