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Abstract: In order to explore MYB transcription factors related to developmental processes and secondary
metabolism in Morinda officinalis, we analyzed MoMYB expression based on transcriptome data from three
tissues (root, stem and leaf). We used this analysis to provide a theoretical foundation for regulating the metabolism
of M. officinalis. RNA-seq data along with the five databases including PFAM and plantTFDB and others were
used to screen and classify MoMYB, including GO functional annotation and classification, subcellular localization,
signal peptide prediction, conserved motif discovery, and comparative phylogenetic analysis. RT-qPCR was carried
out to detect tissue-specific expression differences of MoMYB genes. According to transcriptome data, 109 MoMYB
sequences were identified and divided into four classes, containing 51 sequences related to R2R3-MYB. Subcellular
localization analysis indicated that a majority of sequences were located in nucleus. Blast2GO analysis showed
that 109 MoMYB sequences were classified into three major functional ontologies including molecular function
(112), biological processes (76) and cellular components (239). The R2-MYB conserved motif of 51 R2R3-MYB
sequences possessed three significantly conserved tryptophan residues, whereas a phenylalanine replaced the
first tryptophan in R3-MYB. The results of multiple sequence alignment and phylogenetic analysis revealed that

AR FH: 2019-08-17; &[] F }#A: 2019-09-11.

FE T [ - A A R R T B (2004Y202-05); 4R E A BHEL BT 6 %8I (2008Y2001).
*EATAEF Tel: 86-591-83856104, E-mail: zys1960@163.com

DOI: 10.16438/7.0513-4870.2019-0650



A BT R S AU 1) R2R3-MY B % 3¢ K 7 [ 45 7€ A1 #r - 16l -

the R2R3-MYB was distributed in all subgroups, apart from the S10, S19 and S21 subgroups. RT-qPCR indicated

that several R2R3-MYB genes were differentially expressed among the three tissues, and this finding was

consistent with transcriptome data. The 109 MoMYB sequences were annotated and divided into different classes,

which lays the foundation for further study on MYB transcriptional factors in M. officinalis.
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Table 1 Primer sequences

Primer . Amplicon
Primer sequence (forward/reverse)
name length/bp

MoMYB6  F: 5’AAGCGAACTGGAAAGAGCTG3' 70
R: STGTTTCCACGTCGAACATCG3’

MoMYB27 F: 5TTGCCTGGGAGGACAGATAATG3' 88
R: S'TTTGATCCTTGCGGTGCTTG3’

MoMYB40 F: 5TGGAAATTGGAGGGCTGTTC3’ 108
R: 5’AAGTTGCCACGTTTGATGCC3’

MoMYB53  F: 5'TTGAGGTGTGGCAAGAGTTG3' 150
R: STAAGTGGCCCGCAATCAAAG3’

MoMYB57 F: 5’AACAGGTGGGCTCAAATTGC3' 130
R: 5’ATAAGGGCTGGTGAGTATTGGG3'

MoMYB60 F: 5’AAGGTCGCCTTGTTGTGATG3' 104
R: 5’AACTGCCATGGCCATGTTTC3'

MoMYB63 F:5’ACCACCACCACCACTTATTCC3’ 81
R: 5’ATCCCGATGCGTCGTTTTTC3'

MoMYB104 F:5'ACCTTGCTGTGAGAAAGTGG3' 129
R: 5’AACAACCCTGCTCTTTTGGG3'

efla F: 5’ACTTCACAGGCTGATTGTGC3' 114

R: S"AAGGGTGAAGGCAAGCAAAG3’
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Figure 1 Excavation of transcriptional factors from Morinda offi-

cinalis transcriptome data
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Figure 2 GO categorization and annotation of 109 MoMYB

genes
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Figure 4 Phylogenetic tree analysis of R2R3-MYB between
Morinda officinalis and Arabidopsis thaliana
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Figure 5
three different tissues(root, stem, leaf ) of Morinda officinalis. The
black rectangle indicates that the FPKM
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Figure 6 RT-PCR analysis of several R2R3-MYB genes of
Morinda officinalis
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