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mouse Rankl A decay element 1
mouse Rankl B decay element 2; AUF1-binding region
mouse Rankl C decay element 2; extended 5'
human BCL6 A decay element 1; AUF1 binding region long
human BCL6 B decay element 2; potential hairpin
human BCL6 C decay element 1; AUF1 binding region short
human IL6 A decay element 1; potential hairpin
human IL6 B decay element 2; AUF1 binding region long
human IL6 C decay element 1; minimal region for hairpin
human IL6 D decay element 2; AUF1 binding region short
mouse Smad6 A predicted similarity with Rankl A test sequence

Colorcode for grading of significance (p-values)
0.05 - >0.01
0.01 - >0.001
0.001 and lower

S10 Table. Significant local sequence alignments in 3'UTRs. 3'UTRs of mouse mRNAs listed in S9 Table were aligned with specific instability elements and AUF1-binding regions described in detail in S8 Table.
Most alignments are in regions with conservation between mouse and human mRNAs.


