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Abstract: Objective To investigate the pharmacodynamic MicroRNAs (miRNAs) in Eurya chinensis and the functions of their target
genes. Methods The miRNA profiles of E. chinensis in liver and plasma of normal mice and E. chinensis extract-treated mice were
detected using high-flux sequencing, and then the miRNAs which took into the organism were validated by RTFQ-PCR using plant
miRNA database in GeneBank. Human mRNA database as target was used to predict the target genes of miRNAs by TargetScan and
MiRanda analysis, while the target gene functions were considered by GO and KEGG analyses. Results Five pharmacodynamic
microRNAs were identified and took part in biological processes, cellular components, and molecular functions, which affected tumor,
metabolism, and inflammation-related signal pathways. Conclusion The miRNAs might act as new pharmacodynamic materials of
Chinese materia medica.
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Table 1 Identified miRNAs of E. chinensis

miRNAs miRNAs /551 K/t TIREERKEmt R GC/% H 1 E/(kJ-mol ")
MiR001 TGGTAGTAGGTGGTAGTGGTAG 22 108 3’ 46.3 —-38.7
MiR002 TGTCAGTTTGTCAAATAAG 19 128 5’ 399 -37.0
MiR003 GTAGGTGAGTGTGTGGTAGGT 21 95 3’ 414 —44.7
MiR004 GGGTGCAGAGACAGCCAGG 19 50 3’ 55.4 -22.2
MiR005 GTTTGGTTGGAGGATTTGG 19 104 5’ 259 -17.9
MiR006 AACTTCGGGAAAAGGATT 18 117 5’ 40.7 -31.9
MiR007 CGAGACAGCAGTAGACCC 18 128 5’ 38.1 —38.5
MiR008 AGAGATGCGTAGCTGATGG 19 86 3’ 50.6 334
MiR009 GGGTGGTGATTGGAGGAGC 19 146 3’ 38.2 —44.5
MiR010 ATGTTGAGCTCCCGGAGGC 19 58 3’ 62.5 —-28.2
MiRO11 GTAAACAGGAAGAGAAGTC 19 91 3’ 49.5 -29.3
MiR012 ATGTGAATGTGAATGTGAATGTGA 24 180 5’ 41.4 -51.0
MiR013 GCACGAGAGACTTCTGGGAG 20 127 3’ 51.9 —46.7
MiR014 CTCGGATTGTGCCTTGGGCC 20 70 3’ 61.3 -259
MiR015 GGAGGGAAGCGGATGGGGG 19 76 5’ 54.9 -31.3
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Fig. 1 Relative expression of five stable expressed miRNAs

in E. chinensis and liver and plasma of mice administered by

extract from E. chinensis
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Fig. 2 Functions of target microRNAs by GO analysis
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Fig.3 Main signal pathways of pharmacodynamic miRNAs

of E. chinensis
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