
5’ CCUAAAACAAUCCUAGAACAACUACUUGAGUGUUG 3’

3’UGGAUAGGACUUA----AUGAACUU 5’

2388 2422

5’ CCUAAAACAAUCCUAGAACAACUACAUCAGUGUUG 3’

mmu-miR-26b

Hgf  WT site 1

Hgf  mutant site 1

5’ GUAACAUAUCUCCUGAAGAUACUUGAAUGAAT 3’

3’UGGAUAGGACUUA-AUGAACUU 5’

2525 2554

5’ GUAACAUAUCUCCUGAAGAUACAUCAAUGAAT 3’

mmu-miR-26b

Hgf  WT site 2

Hgf  mutant site 2
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Hgf
Hgf
Hgf
Hgf

2 1
T G C A A G T G C A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G A A T T A A
T G C A A G T G C A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T G C A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T C T T
T G C A A G T G C A G T A A C A T A A C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A T T G C A G T A A C A T A A C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T G C A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A C
- - - - - - T G C A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A A T A A
T G C A A G T G T A A T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T G T A A T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T G T A A T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T G T A A T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T G T A A T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G A G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G A G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T A T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G T A G T A A C A T A T T T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G T A G T A A C A T A T T T C C T G A A G A T A C T T G A A C G G A T T - A
T G C A A G T G A A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G G T T A A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G C A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G G A T A A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G A A C T - A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G A A C T - A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G C A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T A A
T G C A A G T G T A G T A A C A A A T C T C C T G A A G A T A C T T G A A T G G A A T - A
T G C A A G T G T A G T A A C A C A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G T A A T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G A T T - A
T G C A A G T G T A G T A A C A T A T C T C C T G A A G A T A C T T G A A T G G G T T - A
T G C A A G T G T A G T A A C A T A G C T C C T G A A G A T A C T T G A A T G G A T T - A
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10 bases mm10
16,619,075 16,619,080 16,619,085 16,619,090 16,619,095 16,619,100 16,619,105 16,619,110

C A C C T A A A A C A A T C C T A G A A C A A C T A C T T G A G T G T T G T G A G T G T T
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Hgf
Hgf
Hgf
Hgf

Predicted miR-26a/b binding site

1 1
C A C C T A A A A C A A T C C T A G A A C A A C T A C T T G A G T G T T G T G A G T G T T
C A C C T A A A A C A A T C C T A A A A C A A C T A C T T G A G T G T T G T G A G T G T T
C A G C T G A A A G A A T T T T A A A A C A A C T A C T T G A G T G T C C T G T T T G T T
C A C C T A C A A C A A C C C T G A A A C A A C T A C T T G A G T G T C G T G T T T G T T
C A C C T A - - - - - - - - - - - A A A C A A C T A C T T G A G T G T C G T G T T T G T T
T C C C T A A A A T A A T C C T A A A A C A A C T A C T T G A G T G T C A T G T T T G T T
C A C T C A C A A C A A C C T T G A G A C A A C T A C T T G A G T G T C A T G T T T G T T
C A C T T A C A A C A A T C C T A A G A C A A C T A C T G G A G A G T C A T G T T T G T T
C A C T T A C A A C A A T C C T A A G A C A A C T A C T G G A G A G T C A T G T T T G T T
C A C T T A C A A C A A T C C T A A G A C A A C T A C T G G A G A G T C A T G T T T G T T
C A C T T A C A A C A A T C C T A A G A C A A C T A C T G G A G A G T C A T G T T T G T T
C A C T T A G A A C A A T C C T A A G A C A A C T A C T G G A G A G T C A T G T T T G T T
C A C T T A C A A C A A T C C T A A G A C A A C T A C T G G A G A G T C A T G T T T G T T
C A C T T A C A A C A A T C C T A A G A C A A C T A C T G G A G A G T C A T G T T T G T T
C A C T T A C A A C A A T T C T A A G A C A A C T A C T G G A G A G T T A T G T T T G T T
C A C T T A C A A C A A T C C T A A G A C A A C T A C T G G A G A G T T A C G T T T G T T
= = = = = = = = = N A A T C C T T A G A C A A C T A C T T G A G A G T C A C A T T T G T T
C A C T T A A A A C A A T C C T A A G A C A A C T A C T T G A G A G T C A T G T T T G T T
C A C T T A A A A C A A - C C T A A G A C A A C T A C T T G A G A G T C A T G T T T G T T
C A C T T A A A A T A A T C C T A C G A C A A C T A C T T G A G T G T C A T G T T T G T T
A A C T T A A A - - A A T C C T A A G A C A A C T A C T T G A G T G T C A T G T T T G T T
A A C T T A A A A C A A T C C T A C A A C A A C T A C T T G A G T G T C A T G T T T G T T
A A C T T A A A - - A A T C C C A A G A C A A C T A C T T G A G T G T C A T G T T T G T T
A A C T T A A A - - A A T C T T G A G A C A A C T A C T T G A G T G T C A T G T T T G T T
A A C T T A A A - - A A T C C T G A G A C A A C T A C T T G A G T G T C A T G T T T G T T
C A C T G A A A A C A A T C C T G A G A C A A C T A C T T G A G T G T C A T G T T T G T T
C A C T T A A A A C A A T C C T A A G A C A A C T A C T T G A G T G T C A T G T T T G T T
C A C T T A A A A C A A T C C T A A G A C A A C T A C T T G A G T G A T A A G T T T G T T
C A C T T - - - - - A A T C C T A A G A C A A C T A C T T G A G T G T C A T G T T T G T T
C A C T T A A A A C A A T C C T A A G A C A A C T A C T T G A G T G T C A T G T T T G T T
C A C T T A A A A C C A T C C T A A G A A A A C T A C T T G A G T G T T A A G T T T G T T
C A C T T A C A A C A A C C C G A A G A C A A C T A C T T G A G T G T C A A T T T T G T T
C A T T T A T A A C A A C T C T T T T T C A A C T A C T T G A G T G T C A C A T T T G T T
C A C T T A T A A C A A C C T G A A G A C A A C T A C T T G A G T G T C A A G T T T G T T
C A C C T A T A A C A A T C C T A A A G C A A C T A C T T G A G A G T C A A G T T T G T T
C A C C T A T A A C A A T C C T A A G A C A A C T A C T T G A G T G T C G A G T T T G T T
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