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XP_003544752.1 PREDICTED: abscisic acid receptor PYL8-like Glycine max

XP_020205539.1 abscisic acid receptor PYL8 Cajanus cajan
58 r XP_016162534.1 abscisic acid receptor PYL8 Arachis ipaensis

L_XP 015971792.1 abscisic acid receptor PYL8 Arachis duranensis
XP_019415719.1 PREDICTED: abscisic acid receptor PYL8-like Lupinus angustifolius
XP_022764158.1 abscisic acid receptor PYL8-like Durio zibethinus
XP_022735947.1 abscisic acid receptor PYLS8-like Durio zibethinus
XP_021280325.1 abscisic acid receptor PYL8 Herrania umbratica
XP_007038971.1 PREDICTED: abscisic acid receptor PYL8 Theobroma cacao
75V EOY23471.1 Regulatory components of ABA receptor 3 isoform 1 Theobroma cacao
XP_002270037.3 PREDICTED: abscisic acid receptor PYLS Vitis vinifera
XP_018809684.1 PREDICTED: abscisic acid receptor PYL8-like Juglans regia
XP_018809610.1 PREDICTED: abscisic acid receptor PYL8-like isoform X2 Juglans regia
99'XP_018809609.1 PREDICTED: abscisic acid receptor PYL8-like isoform X1 Juglans regia
rXP_008234775.1 PREDICTED: abscisic acid receptor PYL8 Prunus mume
00L— XP_007218467.1 abscisic acid receptor PYL8 Prunus persica
OVAO01942.1 Polyketide cyclase/dehydrase Macleaya cordata
XP_010266480.1 PREDICTED: abscisic acid receptor PYL8 Nelumbo nucifera
XP_023899970.1 abscisic acid receptor PYL8 Quercus suber
XP_015878230.1 PREDICTED: abscisic acid receptor PYL8 Ziziphus jujuba

99 PON96866.1 Polyketide cyclase/dehydrase Trema orientalis
498‘:[— PON50107.1 Polyketide cyclase/dehydrase Parasponia andersonii
XP_010097852.1 abscisic acid receptor PYL8 Morus notabilis
24| |ABA receptor-like ORF]
XP_011084493.1 abscisic acid receptor PYL8 Sesamum indicum
BAN15743.1 pyrabactin resistance Dianthus caryophyllus
XP_010671508.1 PREDICTED: abscisic acid receptor PYL8 Beta vulgaris subsp. vulgaris
XP_021764547.1 abscisic acid receptor PYL8-like Chenopodium quinoa
87 XP_021840251.1 abscisic acid receptor PYLS8 Spinacia oleracea

% XP_003541499.1 PREDICTED: abscisic acid receptor PYL8-like Glycine max
JEXP 014505311.1 abscisic acid receptor PYL8 Vigna radiata var. radiata

88

80

HuABAR . HuABAR amino acids were marked in frame.
3 HuABAR PYL
Fig.3 Phylogentic tree based on the ORF amino acid sequences of HUABAR and PYL from other plant species
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Fig.4 The HUABAR expression levels of abiotic stress in the pitaya
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Fig.5 Subcellular localization of HUABAR protein in protoplasts of Arabidopsis protoplast
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Molecular cloning, bioinformatics analyses and subcelluar localization
of HuABAR gene in pitaya (Hylocereus undatus)
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Germplasm Innovation on Protection and Conservation of Mountain Plant Resources , Ministry

of Education/College of Life Science ,Guizhou University ,Guiyang 550025, China

Abstract

microarray,we preliminarily screened an HuABAR Unigene presumably involving in the tolerance of

Based on the previous drought-associated-gene-enriched SSH-cDNA library and ¢cDNA-

abiotic stresses including drought, cold and high temperature. Full-length ¢cDNA sequence of this gene
was cloned.Bioinformatic analyses and subcellular localization was carried out. The results showed that
HuABAR gene was significantly up-regulated in response to abiotic stresses including in drought, high
temperature and low temperature. The highest expression level was observed at the 5th day or the third
day after drought stress or high temperature stress.The expression was increasingly un-regulated as ex-
posure to low temperature within five days. HuABAR gene contained 1 239 bp in full cDNA length,and
consisted of 264 bp 5'-UTR,414 bp 3'-UTR.and 561 bp open reading frame (ORF) encoding 187 amino
acids. This gene might encode a typical SRPBCC domain, and was highly similar to the PYR1/PYLs
(pyrabactin resistance 1/PYRI like) family. The target gene was ligated with green fluorescent protein
(GFP) by constructing plant transient expression vector pPBWA (V) HS-HuABAR-gfp,and the PEG-
mediated method was used to transiently transform into Arabidopsis protoplasts.It was found that tar-
get gene was located in the cytoplasm,which satisfied the expectations.It is indicated that HuABAR in
pitaya may be involved tolerance of multiple abiotic stresses.

Keywords Hylocereus undatus ; abiotic stress; HuABAR ; bioinformatics analyses; subcellular lo-

calization



