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Abstract: Objective To discover the MYB transcription factors which related to the regulation on fungal development and secondary
metabolsome in Poria cocos, the MYB transcription factor gene family have been mined and identified in the genome of P. cocos. In
this study, the expression patterns of these genes in different tissues (sclerotium and mycelium) and the relative expression level in the
mycelium after treatment by methyl jasmonate (MeJA) were analyzed. Methods Based on the P. cocos genome, the MYB gene were
identified by Blast and the identification of the conserved domains. The ExXPASy protparam tool was used to predict the physicochemical
properties of these MYB proteins. The phylogenetictree was constructed by MEGA7.0 software, and the conserved motifs were
identified by MEME method. Plant CARE was used to analyze the cis-acting elements in the promoter regions of these genes. The
relative expression levels of these genes were detected by RT-gPCR method. Results A total of 10 MYB transcription factors with
conserved domains were identified in the P. cocos genome, among which, four genes belonged to 1R type and 2R type, respectively, and
the remaining two genes belonged to 4R type. The phylogenetic analysis and the conserved motif identification showed that the similar
conserved motifs were existed in the MYB proteins belonging to the same evolutionary branch. A large number of cis-elements related to
hormones and stress response have been discovered in the promoter regions of these MYB genes. The gene expressional profiles showed
that two genes (PcMYB7 and PcMYB8) were more highly expressed in mycelium than that in sclerotium, based on the transcriptome data
generated from these two tissues. On the contrary, PcCMYB9 was expressed more abundantly in sclerotium. Furthermore, the expression
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of PcMYB5.PcMYB6 Fl PcMYB7 was up-regulated by MeJA induction for 3 h. Conclusion The MYB transcription factor gene family
of P. cocos was systematically identified in P. cocos genome in this study. This study provides foundation for further identification of the
biological functions of MYB genes in regulating the development and secondary metabolite biosynthesis in P. cocos.
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Table 1 Primers used in qRT-PCR

EYSERTS s (5°-3°) TG (5°-3°)
PcMYB1 ATCATCATGCGCCACAAGA CGAGTCGACGGAGAGACTGT
PcMYB2 GACTTCAGAGCCATCAGATG CTTATTGGGTTTACCTTTGCGA
PcMYB3 TCAAGTTCGACAACAGATCGC AATATCGAGGTGCCATCCG
PcMYB4 ATCGGGTTGTAGAGCTGCAT ACATGTTCAGCAATGGCTTG
PcMYB5 CTTGCGATGAGGACCAGTTAA GGTTCGCTTACTTGGAAAAGAG
PcMYB6 CAGACGCACGAGGTGATAATC CGCGGTAGTCCTTGTAAATCG
PcMYB7 CTATCGAAGTGACCCCGGA GCTCTCTGAGGTCCTTCGG
PcMYB8 CTGTCGAAAGTCATGAACGTG GATAGCTTCAGATCGTGCAGG
PcMYB9 TCTTCTATCGGTTCGGCATC CGATACTGCCGTTCACGAA
PcMYB10 AGGAGGCGGGAACGGTATAT GGGAGTCCTTGTTGACCTCG
CYP CATGGCTTCGGCTACAAGG TTGGTGTGCTTGAGCTTGAA
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Table 2 Predictionon the physicochemical properties of P. cocos MYB proteins
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PcMYB2 1251 139.85 5.54 72.72 60.24 —0.962 4% 35.65 3.36 55.00 6.00
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Fig. 1 Prediction of domains of P. cocos MYB TFs (A) and conserved amino acids of 1R/2R- MYB domins (B)
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Fig. 2 Phylogenetic relationship and motifs analysis of PcMYB
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Fig. 3 Cis-acting elements in the MYB gene promoter of P. cocos
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Fig. 4 Expression analysis of PCMYB genes in mycelium
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