Identification of plasma microRNAS in
association with urinary arsenic exposure
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Introduction

We identified 16 DE miRNAs in the
discovery set (FC>2, P<0.05), of which 7
were validated (FDR<0.05, highlighted in
red). These miRNAs remained robustly
associated with creatinine-standardized
arsenic and plasma arsenic.

Arsenic contamination continues to pose
serious health threats globally. Epigenetic
dysregulation plays an important role in
arsenic toxicity, but the profile of plasma
MiRNAs in association with arsenic
exposure remains largely inconsistent.
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We performed KEGG pathway
enrichment analysis for the identified
miRNAs.

Conclusion

We identified and validated miRNAs
associated with arsenic exposure in
populations with moderate-to-high exposure
levels. Findings remain robust if using Cr-
standardized urinary arsenic or plasma
arsenic instead.
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