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514 Primer %1 (5'—3")Sequence (5'—3")
CdMYC2-F ATGGATGAATTAATCATATCGTCAT
CdMYC2-R CTAACAAGTCTGTCCTACCCC
CdMYC2-QF CATCCAACAAAAGATAGGTG
CdMYC2-QR  CTTCTCTGTGTGTAAAGCCA
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Actin-R CAGTGGGAACACGGAAAGC
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Fig.1 PCR gel electrophoresis of CdMYC2 gene in
C. drupifera

7 (Note): Maker, DL 2 000 bp.

14 HMEHRFE CAMYC2EEMRIEZENHT L
68 T VP A AN [ 2 R Ao SR S AN (] R 2 B 1Y
cDNA Ay, ¥ #4598 1 Primer v5.0 B F 1%


http://blast.ncbi.nlm.nih.gov
http://blast.ncbi.nlm.nih.gov

580

M EYER ( REIL) J. Trop. Biol.

2026 4F

(3 1), 1] PerfectStart® Green qPCR SuperMix

21 114 1 R i R B SR, B R RS 1, I A

I H & (AQ60L) Iy M 45 1 #E 4T 99 Ot E & PCR MEFGIMZEN F ¢cDNA Wik, i PrimeSTAR® %
S, ¥ R B 5 v Y S N AR R AR PP 0847, MG ZE AR L PCR B34 CdMYC2 3EH, g &K P

Fik iAok A 2722 %, FIFH Graphpad Prism

v10.1.2 &,

2 HBRESW

(=

91

181
61

271
91

361
121

44l
151

541
181

631
211

721
241

811
271

901
301

991
321

1081
361

1171
391

1261
421

1351
451

1441
481

FIKBEZ S 1850 bp(F 1) M FP&s R e A7

Hi|—% ., i ORF finder 75 £k T. H- %} 5 [ 1 i)
CAMY C2 (¥4 7 B AT T T3 BEAE 23 B, G B
¥ 51 (CDS) K 1 515 bp, 4t 504 4~ 5Lz
2.1 MEHE cdMYC2 EREREE MRIERE  (Bl2).

10 20 30 40 S0 60 70 80 90
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Q 006G LTSEDSGTIIZ KA AATLTIRIRILGT YVYGOQTTC *
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Fig.2 CDS nucleic acid and amino acid sequence of CdMYC2 gene
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Fig. 4 Sequence alignment of CAMYC2 with homologous proteins of different species
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o & Ziziphus jujuba (XP_048334415.2)

0 M Morus notabilis (XP_010100678.1)
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0 CdMY(C2

O XM Camellia sinensis (XP_028122222.1)
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Fig. 5 Phylogenetic tree analysis of CAMYC2 protein
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Fig.7 Prediction results of CAMYC2 protein
phosphorylation sites
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B9 CAMYC2 EB=RLEMFNEE
Fig. 9 The tertiary structure prediction model of CAMYC?2 protein

El 8 CAMYC2 EHZRLEEHTHNE
Fig. 8 Secondary structure prediction of CAMYC2 protein
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Cloning, bioinformatics analysis and expression pattern of
CdMY(C2 gene in Camellia drupifera

Yang Eyue'”, Li Yang'?, Mo Mingzhu'?, Yang Dongmei'?, Liu Ya'?,

1,2%

Wu Yougen'?, Yu Jing
(1. School of Tropical Agriculture and Forestry, Hainan University, Danzhou, Hainan 571737, China; 2. Sanya Nanfan Institute,
Hainan University, Sanya, Hainan 572025, China)

Abstract: MYC?2 is an important transcription factor that regulates the synthesis of terpenoid secondary metabolites in plants.
However, little is known about the CdMYC?2 transcription factor in C. drupifera. In this study, the related sequence information of
CdMYC2 gene was obtained based on the transcriptome annotation data of C. drupifera. A CAMYC2 gene was successfully
isolated and cloned from the leaves of C. drupifera for the first time. Its CDS sequence length was 1515 bp, encoding 504 amino
acids, with typical bLHLH-MYC N super family and bHLH_SF super family conserved domains. This gene was predicted to be
located in the nucleus. Multiple sequence alignment further confirmed that the amplified CdMYC?2 belongs to the MYC2 family
transcription factor. The phylogenetic tree analysis showed that CdMYC2 was clustered into a clade with Camellia sinensis, a
plant belonging to the same family and genus, while it was far away from the clades of Quercus lobata and Q. robur. RT-qPCR
results showed that the expression level of CdMYC2 gene was higher in the leaves than in other tissues. Among the different
developmental stages of the fruit, the expression of CdMYC?2 in the fruit reached the highest in September. This study provides an
important reference for the subsequent exploration of the function of MYC?2 transcription factor in the regulation of triterpenoid
saponin biosynthesis pathway in C. drupifera.

Keywords: Camellia drupifera; CAMYC2; gene cloning; bioinformatics; expression analysis
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