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Smo 3’'UTR
GCCTGCAGAGCAGGACCTGGGACAGGAAAGAGA(;GAACCAATACCTTCAA
sa mir-326
GGCTCTTCTTCCTCACCGAGCATGCTTCCbTAGGATCCCGTCTTCCAGAG

;AJCCTGTGGGCTGACTGCCCTCCGAAGAGAGTTCTGGATGTCTGGCTCAA
AGCAGCAGGACTGTGGGAAAGAGCCTAACATCTCCATGGGGAGGCCTCAC
| hsa mir-125b

CCCAGGGACAGGGCCCTGGAGCTCAGGGTlCCTTGTTTCTGCCCTGCCAGC

TGCAGCCTGGTTGGCAGCATCTGCTCCATCGGGGCAGGGGGTATGCAGAG
CTTGTGGTGGGGCAGGAACGGTGGAGGCAGAGGTGACAGTTCCCAGAGTG
GGCTTTGGTGGCCAGGGAGGCAGCCTAGCCTATGTCTGGCAGATGAGGGC
TGGCTGCCGTTTTCTGGGCTGATGGGTGCCCTTTCCTGGCAGTCTCAGTC
CAAAAGTGTTGACTGTGTCATTAGTCCTTTGTCTAAGTAGGGCCAGGGCA
CCGTATTCCTCTCCCAGGTGTTTGTGGGGCTGGAAGGACCTGCTCCCACA
GGGGCCATGTCCTCTCTTAﬁxTAGGzTO%}GCACTACCCCAAACCCATCTTTTG
sa mir-

TTCTCCTATATCbTCCTTCTTCTGTTCCATTTCAGLTTCAGTTTCAGCGGT
| hsa mir-103

GCCAACCTCTTTGCGTTTCCTTTTTGTTGATGAGGACCCAGAGCTGCTGC

A_ClACACTCACCTCTAACCCCCTCCCCTCGCTGCTGGGCCCCATCTCCACA

GGAGAGACTGGTTCAGCTCTAGGGCCTCAGTCTGGAGTGGC}}IATA_GGAGCA

sa mir-324-5
GTGAGTGACAAAGCCTCTGAAAGATGCATCATCTCTTCCTI( JACACCCATT

TAGTGGGGGATdGGTCCTCTAGACTTGAGGGGCTACCCTGGGAAGCTGCC
GTAGCTTCAGCCAGGCAAGAAAGCTTCCTTCAACCTGCATAGCCGGTGGG

TGAGGAGATTCCCACCTTCCATAGCCTCCAAACATGTTCCCAAGGCCCCA
hsa mir-135a/b
‘ | hsa mir-338

1001 CTTTCAAGAATCAGACAGCAGGAAGCCATAGATGCTG(}JCTGGGTTCCAGG
1051 TTATGGGGAGAAGAAATACAGTCAATAAAAGGTTTTTGTATAAA

Ferretti et al., Supplementary Figure 2



