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Abstract Lycium ruthenicum is rich in anthocyanidin, protein, polysaccharide and other nutrients beneficial to
the human body, and it is a good medicinal plant. In this study, Solexa high-throughput transcriptome sequencing
of Lycium ruthenicum was carried out, and PCR method was used to clone the transcription factor SIAN2 of MY B
gene in Lycium ruthenicum Murr.. The results showed this gene was 774 bp in length, encoding 257 amino acids,
with a molecular weight of 29 775.84 and isoelectric point of 7.79, and had two conserved regions belonging to the
SANT super-gene family. The protein had certain hydrophilicity, and the secondary structure mainly consisted of
alpha helix and irregular coiling as the largest structural primitives of protein. The trans-membrane region analysis
suggested that the protein might not have a trans-membrane region, but mainly acted outside the membrane.
Evolutionary analysis showed: The SIA N2 gene was closely related to the regulatory genes of tomato, petunia, pep-
per and other species.This study would provide a scientific basis for the analysis of molecular genetic mechanism
of genes regulating anthocyanin anabolism in Lycium ruthenicum and for the better utilization of anthocyanin.
Keywords Lycium ruthenicum, MY B, Gene cloning, Bioinformatics analysis
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51 i # 2\: Zhu X B., Liu B.L., Cao D., and Zong Y., 2019, Cloning and sequence analysis of MYB gene regulating anthocyanin
anabolism in the Lycium ruthenicum, Fenzi Zhiwu Yuzhong (Molecular Plant Breeding), 17(10): 3208-3213 (455K, XI5 Mk, W4,
55K, 2019, BE RAAC R YETE T 2 A ARG MY B ZEN e B SR AT, o TR E R, 17(10): 3208-3213)
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Met Met Asn Thr Ser Val Thr Ile Thr Lys Ser Ser Gly Val Arg Lys Gly Ala Trp Thr Glu Glu Glu Asp IHis Leu Leu Arg Lys Cys Ile Gln Lys Tyr
ATGATGAATACTAGTGTTACTATTACTAAATCATCTGGAGTGAGCAAAGGTOCATGOACTGAAGAAGAAGATCATCTITTGAGAARATGCATTCARAAGT
TAGATGAATAGATCACAATGATAATGATI TAGTAGACCTCACTCCTITCCACGTACCTGACTICTICTICTAGTAGAAAACTCTITTACGTAAGTTTICA
Tyr Gly Glu Gly Lys Trp His Gln Val Pro Ile Arg Ala Gly Leu Asn Arg Cys Arg Lys Ser Cys Arg Leu Arg Trp Leu Asn Tyr Leu Arg Pro His lle
ACGGETGAAGGAAAATGGCATCAAGTTCCCATTAGAGCTGGTCTAAATAGATGCAGGAAGAGTI GTAGACT GAGGTGGCTGAATTATCTAAGGCCACATAT
TGCCACTTCCTTITACCGTAGTTCAAGGGTAATCTCGACCAGATITATCTACGTCCTICTCAACATCTGACTCCACCOACTTAATAGATTCCGGTGTATA
lle Lys Arg Gly Asp Phe Ser Ser Glu Glu Val Asp Leu Ile Leu Arg Leu His Lys Leu Leu Gly Asn Arg Trp Ser Leu Ile Ala Gly Arg Leu Pro Gly
AAAGAGAGGTGACTTICTCTTCTGAGGAAGTIGACCTTATCTIGAGGCTTCATAAGCTCTTAGGCAACAGATGGTCACTCATTGCGGETAGACTICCGGGA
TTTCTCTCCACTOAAGAGAAGACTCCTTCAACTGGAATAGAACTCCGAAGTATTGCAGAATCCATTGTCTACCAGTOAGTAACGCCCATCTGAAGACCCT
Arg Thr Ala Asn Asp Val Lys Asn Tyr Trp Asn Thr His Leu Gin Arg Lys Leu Thr Ala Pro His Gln Gln Glu Arg Lys Tyr Asn Asn Ala Leu Lys lle
AGAACAGCAAACGATGTCAAAAACTACTOGAACACACACCTACAGAGGAAGTTAACTOCTCCTCATCAACAAGAGACAAAGTACARTAATACCCTCAAGA
TCTTGTCGTTIGCTACAGTTTITCATGACCTIGTGTGTGGATGTCTCCTTGAATTGACGAGGAGTAGTIGTICTCTCTTTCATGTTATTACGGGAGTICT
lle Thr Glu Asn Thr Ile Leu Arg Pro Arg Pro Arg Thr Phe Thr Ser Ser Ser Ala Lys Asn Val Ser Phe Cys Ser Asn Lys Ser lle Thr Asn Thr Val
TCACAGAAAACACCATACTAAGACCTCGACCTCGAACCTICACATCAAGTAGTGCAAAGAATGTTTCTITITGCAGCAACAAAAGTATCACAAACACTGT
AGTOTCTITIGTOGTATGATTCTGGAGCTOGAGCTTGOAAGTGTAGTTCATCACGTTTCTTACARAGAAAAACGTCOTTGTTTTCATAGTGTTIGTGACA
Val Asp Lys Asn Ala His Asn Asn Glu Ile Leu Asn Tle Cys Glu Lys Pro Thr Gly Glu Thr Thr Ser Val Asp Glu Gly Val Gln Trp Trp Thr Ser Leu
AGATAAAARACGCACACAACAATGAAATACTAAATATTTOTGAGAAGCCAACAGGTGAAACGACATCAGTACACGAGOOAGTTCAATGGTORACAAGTTTA
TCTATTTTIGCGTGTGTIGTTACTITATGAT I TATAAACACTCTICGGTIGTCCACTITGCTGCAGCCATCTGCTCCCTCAAGTTACCACCTGTICAAAT

Leu Glu Asn Cys Asn Glu Thr Glu Glu Glu Ala Glu Ala Phe Gly Ser Phe Asp Glu Glu Asn Met Leu Gln Ser Leu Leu His Glu Glu Ile Ser Pro Pro
CTGGAAAATTGCAATGARACTGAGGAAGAAGCAGAAGCATTTGGGAGCTT TGATGAAGAAAATATGTTACAAAGTTTGTTGCATGAGGAAATTTCACCAC

GACCTTTTAACGTTACTITGACTCCTICTTCGTCTICOTAAACCCTCGARACTACTTICTITTATACAATGTITCAAACAACGTACTCCTITARAGTGGTG
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Figure 1 Prediction of the amino acid encoded by genes
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Figure 4 Prediction and analysis of the secondary structure of
SIAN2

Note: Blue: Alpha helix; Purple: Random coil; Red: Extended
strand; Green: Beta turn
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Figure 5 Results of transmembrance domain analysis of protein
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Figure 7 Multi-sequence alignment analysis of SIAN2 and tomoto LeANT1 protein
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