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Table S2: Regulatory elements searched in 3’UTR.  
Sequences of the regulatory elements CPE, PAS and ARE used for in silico analysis were 
obtained from the databases UTR-site (http://www2.ba.itb.cnr.it/UTRSite/)(1) and Transterm 
(http://uther.otago.ac.nz/)(2) and from motif analysis reported elsewhere (3). 
 

Regulatory element Motif sequence Reference
UUUUUAAU 1 

UUUUUUAU 1 

UUUUAUU 3 

UUUUAAU 3 

UUUUUAU 3 
CPE 

UUUUAU 2 

canonical PAS AAUAAA 1 

AUUAAA 1 

AGUAAA 1 

UAUAAA 1 

CAUAAA 1 

GAUAAA 1 

AAUAUA 1 

AAUACA 1 

AAUAGA 1 

AAUGAA 1 

ACUAAA 1 

AACAAA 1 

non-canonical PAS 

UUUAAA 1 

UUAUUUAU 3 

UAUUUAUU 3 

UAUUUAUAA 2 

UAUUUAUAU 2 

UAUUUAUUA 2 

ARE 

UAUUUAUUU 2 
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