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Cloning and Expression Analysis of Zinc Finger Protein Gene
FtLLSD1 in Fagopyrum tataricum under Abiotic Stress

GAOQO Fei, YAO Panfeng, LUO Xiaopeng, LI Chenglei, WU Qi, YAO Huipeng”

(College of Life Science,Sichuan Agricultural University, Ya’an, Sichuan 625014, China)

Abstract; According to transcriptome data of Fagopyrum tataricum at flowering, using PCR and RT-PCR
techniques, the DNA and full-length ¢cDNA sequences of FtLSD1 gene (GenBank accession number:
KP252134) were amplified from F. tataricum. The obtained sequences were analyzed by bioinformatics
software,and the expression FtLSD1 gene were analysed by qPCR under UV-B,SA and 4 ‘C cold stress.
The results showed that the DNA sequence of FtLSD]1 gene was 2 427 bp,of which consisted 6 exons and
5 introns,in line with the principle of GU-AG splicing,and the cDNA of FtLSD1 contained a 528 bp ORF.
The UV-B radiation and 2 mmol/L salicylic acid could lead to a significant increase in the expression of the
FtLSD1 gene,while 4 C cold stress remained stable expression levels of the gene. The results expected to
lay a foundation for study the stress resistance in F. tataricum.
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# cDNA 25— S5k . MR A 52506 % 4R 159 19 27 5 46
W S AL 80RO 1 X 4R S 514 FtLSDIf (5'-
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1. LI 57 cDNA Sy il , PCR 4734 75 3] 900 bp
A g (B 1B P 45 SR R Wi Bk 877 bp,
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Fig.1 FtLSD1 DNAC(CA) and cDNA(B)
amplification of F. tataricum
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Fig.2 FtLLSD1 gene structure diagram

The ATG means initiator codon; TAA means terminator codon
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Fig. 3 Alignment of amino acid sequences
of LSD1 from different plants
The amino acid sequence in the maps which from the top to the

bottom are: Fagopyrum tataricum , Brassica oleracea s Arabidopsis
thaliana , Zea mays ,Oryza sativa » Bambusa oldhamii , Arabidopsis

thaliana. The zf-LLSDI1 zinc finger protein domains are lined
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H ¥ Brassica oleracea(BoLSD1,AAL5098) Cluster |

LRI I Arabidopsis thaliana(AtLSD1,NP_849549)
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W5 F% Fagopyrum tataricum(FtLSD1,KP252134)

L5 I+ Arabidopsis thaliana(AtLOL1,NP_001117399)

V7 ¥ Bambusa oldhamii(BohLOL1,ABW70167)
4'_7[ F K Zea mays(ZmLOL1,ACG45100)

JK ¥ Oryza sativa(OsLSD1,AAS13688)

3l
Cluster II

|4 #3 LSD1 5 HAhAi 4 LSDI
BAERITF I RERKE W
Fig. 4 Phylogenetic tree based on amino acid

sequences of FtLLSDI1 and other plants
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Fig.5 FtLSD]1 expression levels under UV-B

and SA treatment conditions
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Fig. 6 FtLSDI expression levels under
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