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c: CUTR probe; a: aUTR probe; ¢': sSUTR probe used as pseudo cUTR probe; a’: sSUTR probe used as
pseudo aUTR probe ; g: gene; G: surveyed gene set; s: sample; S: sample set

Vcl, Ve2,Val, Va2, Vcl', Vc2', Val', and Va2': log2(probe intensity) value for a specific probe

V¢, Va, V¢’ and Va': average log2(probe intensity) value for a set of probes

RUD, ¢ gene RUD, i.e. RUD value for gene g in sample s, derived from cUTR and aUTR probes
RUD’, ;: RUD value for gene g in sample s, derived from sUTR probes

RUD,: sample RUD, i.e. median value of RUD, ; for sample s

RUD',: expected sample RUD, i.e. median value of RUD’,  for sample s

nRUD, ¢: normalized gene RUD (for gene s in sample s)

NRUD,: normalized sample RUD (for sample s)



