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Abstract: In order to understand the function of PpbZIP of Pyrus pyrifolia ‘Huanghua’, PpbZIP gene was cloned
from flower buds of ‘Huanghua’ based on homologous gene of bZIP. The results showed that full length of cDNA
of PpbZIP (GenBank accession No.: KC951877) was 1843 bp, containing an ORF of 1227 bp and encoding 408
amino acids. PpbZIP also shared 92% homology with bZIP of Malus * domestica. QRT-PCR analysis showed that
the expression of PpbZIP gene increased at initiate dormancy stage and then decreased with dormancy releasing.
It was suggested that PpbZIP could involve in the regulation of bud dormancy process of ‘Huanghua’.
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301 AACCCTCTAAAGAGAAAGAGAAGGAGACAAAGACAACACCCGCTAGTACGCAGGAGCAGTTGCGACTACCAGTGCTGGTGCTGTTAATCCTGAGTGGTC
8 KPSEKEKEZXETEKTTPASTQEQSATTSAGAVNPEHW
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601 CTATGCCTACTCCAAATGGTATTGTAGAGGCTTCTGGTAACACACCTGGGAGCATGGAAGCAGAGGGTAAGCCATCTGAGGTCAAGGACAAATTACCAAT
108 AMPTPNGIVEASGNTPGSMEAEGZ KPSEVEKTDTI KTLTP
701 AAAACGATCAAAAGGAAGCTTGGGCAGTTTGAATATGATTACAGGGAAGAATAACGAGCTTGGCAAAACATCAGGAGCCTCTGCTAATGGAGTTTATTCC
141 I KRSKGSLGS LNMTITGEKNNETLGEKTSGASANGV Y S
801 AAAAGTGCTGAGAGTGCTAGTGATGGTACAAGTGAAGGAAGTGATGCAAATTCTCAGAGTGATTCACAATTGAAGTCTGGGGT CAGGCAAGATTCTTTGG
175 KSAESASDGTSEGSDANS@SDSQLEKESGVRA@DSL
901 AAGGTGATGTATCTCAGAATGGCAGT TCTGCACATGGTTCTCAAAATGGAGCACCAAACACACATACCATGTTGAATCAGACGATGGCCGTCATGCCAAT
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240 I TAAGAPGVYYVPGPATNLNTIGMDYWGAPPSAAMNMPA
1101 ATGCGTGGGAAGGTTGCAACCACTCCAGTATCAGCAGGAATAGTTACTGCTGGGTCTCGGGATAGTGTTCAGTCACAGCTTTGGTTACAAGATGAGAGAG
274 MRGKVATTPVSAGIVTAGST RDSVQ@SQLWLQDETR
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1301 AGCCTTAAAAGAGGAAAATGGCACTCTTAGATCAGAAGTTAACCGGATCAGGAGCGAGTATGAGCTGCTTCTCTCAGAGAATGCCTCTCTAAAGGAGAGG
340 EALKEENGTT LT RSEVNRTIRSETYETLTLTLSENASTLTEKTETR
1401 CTTGGAGAAATTCCTGGTCATGAAGATGTACGGTCTGCCAGAAGTGAACCACATT TGAGCAATGACACTAAACAGAT TGCACAAACAGAACGGCATGGCG
374 LGEIPGHETDVRSARSETPHLSNDTZE KAQTIAQTTETRTIHGEG
1501 GCCTGATGAGTAGCTGAGCTTTGTGCTGCGTTCTTGCAGGAGCACAATCT AACCTATTAGCAACAGGGAGTTTATTTTGCATAGCGTGTAGTTTGA

407 G L *

1601 CCTTTGTCCAAGTTTTAACCTTTTATATTTTAGGAGATGT TTACGCGATGCAGATCATATTTATTTCTGCTTGGGCCTACCTTTAAGAGTTGAAGGCCGA
1701 AGATGATATGTCTTGAGTATGAAATTAATGTTATACCCTIGTTTGTTTCTTAAGGGTAGTCGCATTCACACTTAMTTCATTTGTATTGAATTATGGCCG

1801 ATGAATCCGTAACTTGGGAGATTGATTCAAAAAAAAAAAAAAA
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Fig. 1 Nucleotide sequence of PpbZIP and deduced amino acid sequence
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Fig. 3 Multiple alignment of amino acid sequences of PpbZIP and bZIP of other species. PpbZIP: Pyrus pyrifolia ‘Huanghua’; ADL36612.1: Malus *
domestica; EMJ10401.1: Prunus persica; XP_002518994.1: Ricinus communis; XP_003534294.1: Glycine max; XP_002304358.1: Populus

trichocarpa; XP_004300190.1: Fragaria vesca subsp. vesca.
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Fig. 5 Predicted secondary structure of PpbZIP. Capital letters show amino acid sequence; Small letters show structure of amino acid chain; ¢: Random

coil; h: o helices, t: B spiral, e: Extended chain.
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Fig. 6 Relative expression level of PpbZIP gene during pear flower bud dormancy
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