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Establishment of Populus deltoides cv.JuBa Regeneration System and
Its Resistance to Hygromycin

WANG Guiying™? , LIU Xiaojie' , LI Shanshan® ,SUN Chao' , YANG Jinku' , YANG Minsheng® , LIU Meiling
(1. Langfang Academy of Agriculture and Forestry Sciences, Langfang, Hebei 0650003 2, Keylab of Genetic Resonrces of Forest and Forest
Protection, Agricultural University of Hebei,Baoding, Hebei 071001)

Abstract: Taking a hybrid poplar variety Populus deltoides cv. JuBa (Populus deltoides 50 X P. deltoides 36) as
experiment material,the effect of different phytohormone combination and hygromycin concentration gradient on leaves
and shoot tips were studied. The results showed that the optimal medium for bud induction was MS—+6-BA 0. 25 mg/ L+
IBA 0.1 mg/L,the optimal regeneration and rooting media was 1/2MS—+IBA 0.3 mg/L. Through screening different
hygromycin concentrations for leaves and shoot tips,hygromycin could affect the growth of JuBa poplar. The hygromycin
inhibitory effects increased with growth time. Leaves were more sensitive comparing to shoot tips. After 2 days of
cultivation,leaves were obviously damaged. The damage of shoot tips began to show only after 4 days. After 2 weeks,only
a few buds appeared on petiole on 4 mg/L hygromycin;all leaves and shoot tips were dead under above 6 mg/L of
hygromycin. The results demonstrated that the range of hygromycin critical concentration was from 4 mg/L to 6 mg/L.
This research laid a technological foundation for the genetic transformation of this poplar variety.

Keywords : Populus deltoides cv. JuBa;sregeneration system;hygromycin;critical concentration
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Fig. 1 Electrophoresis result of total extracted RNA
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Fig. 3 The predicted conserved domains of ZjGAPDH
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Note: h,e,c represents alpha helix, extended strand and random coil amino acid residues respectively.

B 5 ZjGAPDH BEH&EMMN_KEHWAN
Fig. 5 Predicted second structure of amino acid of ZjGAPDH

104

PDF SCH# ] "pdfFactory Pro™ X RAG)E www. Fineprint.cn



http://www.fineprint.cn

wF @ % 2015013):102~106

- YRR -

F I =R A B S5 R R VI S5 o BRE.B

Pr8M B M BT L A1 4 MIEEE.

B 6 ZjGAPDH ERSEBMN=HEHTN
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Fig. 7 Phylogentic tree of ZjGAPDH and GAPDH from other 9 species
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Fig. 8 ZjGAPDH expression of ‘Jinsixiaozao’

fruit at different ripening stages
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Cloning and Expression Analysis of Glyceraldehyde-3-phosphate
Dehydrogenase From Ziziphus jujuba

BU Jiaodi' ,CHEN Yingying® ,LIU Mengjun’ ,ZHAO Jin'
(1. College of Life Science, Agricultural University of Hebei, Baoding, Hebei 071000; 2. Research Center of Chinese Jujube, Agricultural
University of Hebei,Baoding, Hebei 071000)

Abstract: Taking Ziziphus jujuba Mill. ‘Jinsixiaozao” as material, a full-length cDNA sequence of GAPDH gene was
cloned from Chinese jujube by homologous gene cloning method and RT-PCR method. The results showed that,the gene
was 1 020 bp,the estimated molecular weight and isoelectric point of the putative protein were 36. 904 kDa and 8. 53,
named as ZjGAPDH (accession number KP147910). The protein had two conserved domains named as Gp_dh_N
superfamily and Gp_dh_C superfamily. Phylogenic analysis showed that ZjGAPDH had a low homology with that of
other species but all belong to cytoplasmic proteins and involve in glycolysis. gRT - PCR analysis showed that the
ZjGAPDH expressions at different riping stages of jujube fruit were significantly different,and the expression level of
ZjGAPDH at young fruit stage and whole-red ripening stage were higher than that of other stages.

Keywords : Zizi phus jujuba ; glyceraldehyde-3-phosphate dehyrogenase;cloning;expression analysis
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