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RESULTS

INTRODUCTION

MicroRNAs are important regulators of gene
expression involved in both normal and
pathological processes. To better understand
MIRNA-UTR interactions, we have created a
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GOALS
» ldentify functional targets of miR-122

» Compare luciferase data with endogenous
transcript and protein levels

» Characterize dose responsiveness of luciferase
reporters

» Verify specificity of miRNA/reporter interaction

EXPERIMENTAL DESIGN
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3’'UTR-luciferase activity is highly correlated
with endogenous transcript levels

log2 ratio of transcript knockdown
(by gRT-PCR)
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MIR-122 Dose Response Data

Gene EC50 (nM)
RIMS1 0.08
CHST12 0.80
G6PC3 0.50
CAT1 1.44

Mutagenesis of seed sequence
disrupts miR-122 function
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RIMS1 GNPDAZ2 ANKRD13C G6PC3 G3BP2 ALDOA
WT seed seq mutant seq

RIMS1 ACACTCC AGTCTCC

GNPDA2 ACACTCCA AGTCTCCA

ANKRD13C |ACACTCC ACAGACC

G6PC3 ACACTCCA ACAGACCA

G3BP2 ACACTCC GGTCTCC

ALDOA ACACTCCA AGGTCTCCA

Luciferase Assay System
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11/14 miR-122 targets identified by
proteomics are validated by luciferase
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Correlation with
knockdown (R)

TargetScan 0.29
Miranda 0.24
TargetScan conserved 0.14
Pictar 0.11

CONCLUSIONS

» Identified 44 UTRs that respond
specifically to miR-122

» Luciferase activity correlates with
endogenous transcript levels

» Mutagenesis experiments identified
seed sites that are necessary for
miR-122 function

» UTR targets show a variety of dose
response patterns to miR-122
concentration
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