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Mo 20 pL JZ AR &R % 10 uL ChamQ Universal
SYBR qPCR Master Mix(Vazyme, H' [& ), 6 uL
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Tab. 1 Primers for PvMYBI cloning and qPCR analysis
EIk/EA FIYFHI(5—3")
Primer Sequence

PvMYBI-ORF-F ATGGGGCGGATCCCGTGCTGC
PvMYBI-ORF-R TTACACCATGTGATTTGTCAGGTCA
PvMYBI-RT-F GGCGCCTCATCCCCAAGAAT
PvMYBI-RT-R ~ GCCGCGATCACCGACCAC
PvMYBla-RT-F CACTGTCGAGTGGGTTCGCTAC

PvMYBla-RT-R GCCGATGAATTTTACTTGTTGC

15 g'L"! NaCl

1.3 #HIEAIE 8T Microsoft Excel 2013 5
SPSS v20.0 FAF 58 A EA PR 5 Ge BT TAE .
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Fig.1 Effects of different NaCl treatments on root growth of Paspalum vaginatum
H: ARVNE TR P<0.05 M RELES . TR,

Note: Different lowercase letters indicate significant differences at P<0.05. Same below.
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Fig.2 Dry weight of Paspalum vaginatum under
different NaCl treatments
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Fig. 3 Cloning of PvMYBI gene
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Fig. 4 Analysis of conserved domains of PvMYB1
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Cloning and expression analysis of PvMYBI in

Paspalum vaginatum

Gao Jiamiao", Liu Liting', Zhou Hongming', Xing Yufen',
Chen Zhijian>*, Wang Zhiyong""

(1. School of Tropical Agriculture and Forestry/Ministry of Education Key Laboratory of Genetics and Germplasm Innovation of
Tropical Special Forest Trees and Ornamental Plants, Hainan University, Danzhou, Hainan 571737, China; 2. Institute of Tropical
Crop Genetic Resources/Ministry of Agriculture and Rural Affair Key Laboratory of Crop Gene Resources and Germplasm
Enhancement in Southern China, Chinese Academy of Tropical Agricultural Sciences, Haikou, Hainan 571101, China;

3. State Key Laboratory for Tropical Crop Breeding, Sanya, Hainan 572024, China)

Abstract: Seashore paspalum (Paspalum vaginatum Sw.) were treated with different concentrations of salt to observe the effect of
salt treatment on the growth of seashore paspalum, and the PvMYBI gene was cloned from seashore paspalum under different
treatments and analyzed by using bioinformatics and gene expression analysis methods in a view to investigating whether MYB
transcription factor genes are involved in the regulation of growth and development of seashore paspalum under salt stress. The
results showed that salt stress inhibited the growth of both shoots and roots in seashore paspalum, manifested by reduction in total
root length, root surface area, and root volume. The full length of the seashore paspalum PvMYBI gene was 1098 bp, encoding
365 amino acid residues, with a protein molecular weight of 39.26 kDa, and.this gene belongs to the R2R3-MYB family.
Subcellular localization prediction indicated that the PvMYB1 protein was located in the nucleus. RT-qPCR analysis demonstrated
that the expression of PvMYBI was higher in leaves than in roots. The results of salt treatment at different time periods showed
that 30 g-L"' salt treatment significantly increased the transcription level of the PvMYBI gene. Moreover, under different salt
concentration treatments, the expression levels of the PvMYBI gene in the roots and leaves were significantly upregulated when
the salt concentration was 15 g-L". All these results revealed that PvMYB] is implicated in the response of seashore paspalum to
salt stress.

Keywords: Paspalum vaginatum; salt stress; gene expression; MYB
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