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Effect of Light Treatment on the Color Related Regulatory Genes of Bagged

Pingguoli Pear

BAI Jinyue, QU Baihong*, DU Yutong, WANG Yue

( College of Agriculture, Yanbian University, Yanji 133000, China)

Abstract: Red pears are favored by people and have a broad market value. The color of red pear mainly depends on
the synthesis and accumulation of anthocyanin, and there are many factors affecting the biosynthesis of anthocyanin,
among which light is one of the most important factors. In this study, different light treatments were carried out on
the Pingguoli pear. Based on the transcriptomics analysis in the previous laboratory and the cloning analysis of the
key genes regulating the synthesis of related synthetic pear anthocyanin, further select Myb4-likel, bHLH130-like,
myb—related protein 306, bHLH96-like, Myb4—like2, MYBIRI, bHLHI13-like(pyrus_GLEAN_10011886), WDR,
bHLH147, bHLHI13-like(pyrus_GLEAN_10005548), bHLH57-like genetic variations in different PCR identifica-
tion of light treatment, the results found Myb4-likel, bHLH130-like gene significantly increase trends, such as WDR
differentially expressed genes and the same as the contents cyanine trend obviously. This may change the photope-
riod under the regulation of light, thus changing the expression level of the gene, and thus affecting the synthesis and
coloring of Pingguoli pear anthocyanin.
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Reverse primer(5—3)
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Gene Symbol Forward primer(5—3)
GAPDH TCTTCGGTGAGAAGCCTGTT
Myb4-likel ATTTACCAGAACCGGATGATAG

bHLH130—like
myb-related protein 306

bHLH96—like

GATGAGAAGGATGCGGATTAG
ACTCATCTAGTGAGGGAACC
AATCCAAACCCAGTTGGC

Myb4-like2 GCATTAAGTACCGATCAGGAC

MYBIR1 TATCCATGCAGTTTAGAGGGC
bHLH113-like GAAGGATTGCCACGCCATA
WDR TGGAAGCCTCAAAGGTCA
bHLH147 CTAAGGGTAAGACCCGCT

bHLH113—like TGTTTAGGGTGGAGAGGTGAA
bHLH57 —like ACCAGGGAGAGGAGAAAG

CGTTCACACCAACAACGAAC
CCTGAAACTCATTCACCGTC
ATTTCAAGCATTCAAGACAACG
CCGAACAGAGACTCAAACG
CGCTAGATACGTTGATTGTGT
GTTGAAAGTGCCTCTGACC
AAACCCACGGAGATATAACTCA
AATTCGTTGAGAGATGTTCTGT
CATAACCTGCAAGTGGTGT
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CGGATCTCTGCCGTTTATG
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gene Exp_CK  FExp_DZ Fxp_ZG  p_val(ZG vs CK) p_val(DZ vs CK) SD_CK SD_DZ SD_7G
pyrus_GLEAN_10023935 1 9616 12333 0.014 0.061 0.039 6042  6.894
pyrus_GLEAN_10036156 1 1.046 2.494 0.02 0.863 0.035 0235  0.604
pyrus_GLEAN_10017919 1 0913 0.907 0.84 0.78 042 0391  0.32
pyrus_GLEAN_10021901 1 1.095 1.907 0.557 0.817 0466 0484  5.009
pyrus_GLEAN_10010298 1 0.804 0.973 0.982 0.51 0359 0525 021
pyrus_ GLEAN_10041261 1 0.703 1.269 0.366 0.301 0.4 0.105  0.305
pyrus_GLEAN_10011886 1 0.441 0.095 0.002 0.188 0408 0413 0.029
pyrus_GLEAN_10023767 1 0.331 0.372 0.002 0.032 0.159  0.155  0.059
pyrus_GLEAN_10012745 1 1.116 1.194 0.379 0.705 0.298 0348  0.188
pyrus_GLEAN_10005548 1 1.028 1.554 0.007 0.909 0.128 0429  0.118
pyrus_GLEAN_10026274 1 1.191 1.25 0.389 0.731 0.105 04838 0356
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