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Selection using pA:

Vcg,s= Mean(Vc1g,s,Vc2g,s,…)

RUD =Median(RUD G )

RUDg,s= ((Vag,s - Median(Vag,sS))-(Vcg,s - Median(Vcg,sS))

Vag,s= Mean(Va1g,s,Va2g,s,…)
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Radom selection:

nRUDs= RUDs - RUD’s

Vc’g,s=(Vc1’g,s+ Vc2’g,s)/2 Va’g,s=(Va1’g,s+Va2’g,s)/2

RUD’g,s= ((Va’g,s - Median(Va’g,sS))-(Vc’g,s - Median(Vc’g,sS))

Radom selection:

nRUDg,s= RUDg,s - RUD’s

Repeat 200 times
Randomly select (without replacement) 500 

genes each time

RUD’s=Median(RUD’gG,s)

c: cUTR probe; a: aUTR probe; c’: sUTR probe used as pseudo cUTR probe; a’: sUTR probe used as 
pseudo aUTR probe ; g: gene; G: surveyed gene set; s: sample; S: sample set
Vc1, Vc2,Va1, Va2, Vc1’, Vc2’, Va1’, and Va2’: log2(probe intensity) value for a specific probe
Vc, Va, Vc’ and Va’: average log2(probe intensity) value for a set of probes
RUDg,s: gene RUD, i.e. RUD value for gene g in sample s, derived from cUTR and aUTR probes
RUD’g,s: RUD value for gene g in sample s, derived from sUTR probes
RUDs: sample RUD, i.e. median value of RUDg,s for sample s
RUD’s: expected sample RUD, i.e. median value of RUD’g,s for sample s
nRUDg,s: normalized gene RUD (for gene s in sample s)
nRUDs: normalized sample RUD (for sample s)


