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miRNA profiles LE vs Ch

miRNA Fold change
mmu-miR-182 81.6
mmu-miR-470* 28.3 Ch LE
mmu-miR-34b-3p 17.7
mmu-miR-741 12.5
mmu-miR-877 7.2
mmu-miR-20b 6.2
mmu-miR-297a* 5.7
mmu-miR-19a 4.3
mmu-miR-875-5p 3.6
mmu-miR-33* 3.2
mmu-miR-188-5p 3.2
mmu-miR-467a* 3.0
mmu-miR-195 29
mmu-miR-877* 2.9
mmu-miR-126-5p 2.8
mmu-miR-130b 2.7
mmu-miR-101a 2.3
mmu-miR-339-3p 21
mmu-miR-301b 21
mmu-miR-331-3p 21
mmu-miR-135a* 21
mmu-miR-185 21
mmu-miR-676 .50
mmu-miR-15a .28
mmu-miR-339-5p .26
mmu-miR-425 .23
mmu-miR-221 .20
mmu-miR-215 19
mmu-miR-210 10

mmu-miR-455 .04




miR-182-96-183 cluster
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SREBP-2 regulatory region
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Promoter region of miR-182-96-183 cluster
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miRNA target prediction
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A. 15t binding site of miR-182 in foxw7 3’'UTR

miR-182 3' CACACUCAAGAUGGUAACGGUUU &

1111

Mouse 573 5 UUUUCUUUUUUUUUUUUGCCAAC 3 595

Human UUUUUUUUUUUUUUUUUGCCAAC
Chimpanzee UUUUUUUUUUUUUUUUUGCCAAC miR-96
Rat UUUUUUUUUUUUUUUUUGCCAAC
Insig-2 3'UTR
B. 2" binding site of miR-182 in foxw7 3’'UTR Mouse 280
Human
miR-182 3' CACACUCAAGAUGGUAACGGUUU 5 Chimpanzee
[1111]
Mouse 583 5 UUUUUUUGCCAACCAUUGCCAAU 3 605
Human UUUUUUUGCCAACCAUUGCCAAU
Chimpanzee UUUUUUUGCCAACCAUUGCCAAU
Rat

UUUUUUUGCCAACCAUUGCCAAU

FBXW7

C. Binding site of miR-96 in Insig-2 3’UTR

3" UUUUUACACGAUCACGGUUU 5’

5 CACAAUGUCAAUGUGCCAAA 3
CACAAUGUUAAUGUGCCAAG
CACAAUGUUAAUGUGCCAAG
CACAAUGUUGAUGUGCCAAA

INSIG2

302



SREBP processing
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A. 15t binding site of miR-182 in foxw7 3’'UTR

miR-182 3' CACACUCAAGAUGGUAACGGUUU 5
1111
Mouse 573 & UUUUCUUUUUUUUUUUUGCCAAC 3 595
Human UUUUUUUUUUUUUUUUUGCCAAC
Chimpanzee UUUUUUUUUUUUUUUUUGCCAAC
Rat UUUUUUUUUUUUUUUUUGCCAAC

B. 2™ binding site of miR-182 in foxw7 3’UTR

miR-182 3 CACACUCAAGAUGGUAACGGUUU &
Fbxw7 3'UTR | | |
Mouse 583 5 UUUUUUUGCCAACCAUUGCCAAU 3 605
Human UUUUUUUGCCAACCAUUGCCAAU
Chimpanzee UUUUUUUGCCAACCAUUGCCAAU
Rat UUUUUUUGCCAACCAUUGCCAAU

C. Binding site of miR-96 in Insig-2 3’'UTR

miR-96 3" UWUUUUACACGAUCACGGUUU &’
oz | (I []]]]
Mouse 280 5 CACAAUGUCAAUGUGCCAAA 3 302
Human CACAAUGUUAAUGUGCCAAG
Chimpanzee CACAAUGUUAAUGUGCCAAG
Rat CACAAUGUUGAUGUGCCAAA
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Coordinate and reciprocal regulation of nNSREBP-2
with miR-182 or Fbxw7
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FBXWY7 overexpression rescues nSREBP-2 accumulation by miR-182
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Effect of ectopic FBXW7 on nSREBPs is sensitive to miR-182-binding
sites in the FBXW7 3°UTR
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miR regulation of SREBP levels induces lipid biosynthesis
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An SREBP-2 regulated miR operon regulates lipid metabolism
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