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Abstract: In this study, one gene encoding ethylene responsive factor binding protein (ERF) was cloned
from Salvia miltiorrhiza by RT-PCR, which was named as SmORA1 ( GenBank accession number:
KT359598). SmORA1 DNA sequence consists of 648 bp without introns,and encoding 206 amino acid resi-
dues. Bioinformatics analysis showed that SmORA1 contain typical AP2 binding domain of ERF family.
The real-time quantitative PCR analysis revealed that SmORA1 was mainly expressed in the roots,further-
more it can be induced by methyl jasmonate (MeJA) ,abscisic acid (ABA) ,ethylene (ET), physical woun-
ding and pathogens. While the expression level of SmORA1 was down-regulated under low temperature or
dehydration treatment. These results indicated that SmORA1 was involved in plant stress responses,and
integrated JA,ET,ABA and pathogen signals in S. miltiorrhiza.
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Table 1  Primers used for PCR analysis
M E[EVER S 519751
Purpose Primer name Sequence(5'—=3")
% K%ﬁ]‘% SmORATF GCTCCCCTTCAACGAGAACGAT
For gene cloning SmORAIR  CGCCTGCGACGAGTTCACCT
qORAI-F AAATGGTCGCTGATTGCTGGTA
qORAT-R CGTTCTCCATCCTCGCCTAAAT
qRT-PCR A
qActin-F AGGAACCACCGATCCAGACA
gActin-R GGTGCCCTGAGGTCCTGTT
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SmORAT1 from S. miltiorrhiza
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Fig. 2 Alignment of amino acid sequences of SmORA1 and ERFs from other plant species
CaERF. Cof fea arabica ; SmORAL. Salvia miltiorrhiza s LiERFL. Lotus japonicus ; SSEREBP. Solanum Lycopersicum s
ERF1. Arabidopsis thaliana ; AAERF10. Actinidia deliciosa ; PtERF33. Populus trichocar pa s MAAPD29. Malus X domestica;

The line and boxes indicate AP2/ERF domain and conserved motifs, respectively
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Fig.3 Expression of SmORA1 gene in
different organs in S. miltiorrhiza
Different lower-case letters show significant

difference among different organs(P<Z0. 05)
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Fig.4 Expression profiles of SmORA1 gene under different treatments

A. MeJA and ABA;B. Rhizoctonia solani and Xanthomonas campestris pv. campestris; C. Dehydration;

D. Ethylene; E. Lower temperature; F. Physical wounding; Different normal letters show significant difference

between samples collected at different time under the same treatment (P<Z0. 05)
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