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Abstract: OPAQUE2, encoding by gene Opagque2, is one member of alkaline leucine zipper transcription factor
family, and can regulate the expressions of several related genes by combining with the promoter region. Liao2345/02
is the gene backcross import department of 02 constructed by the laboratory. Obvious differences between protein ex-
pressions were verified by analyzing protein expressions in the endosperm of 18 days after pollination(DAP) using
the method of two—dimensional electrophoresis, and 9 proteins were screened out through the mass spectrometry
analysis. In order to determine the relationship between Opaque2 and the selected proteins, the amount of the RNA
level expression of the selected proteins wasdetected using the relative fluorescence quantitative PCR (qRT-PCR).
The result showed that Chif may be suppressed by 02, whereas Ubc, Lgl, Sdh, LOC541920, Shmt and Ppdk were
likely promoted or activated by 02.
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Table 1  The candidate genes and related information

A 3 5 BT LSRR BR S
Protein spot Score Accession Protein name Gene abbreviation
5 1167 2il157830250 Chain A,Bifunctional Hageman Factor Amylase Inhibitor Chfi
109 4il162458113 ubiquitin conjugating enzyme Ube
9 391 gil134598 RecName: Full=Superoxide dismutase [Cu~Zn] 4AP Sod4ap
11 3653 2il195639070 lactoylglutathionelyase Lgl
15 560 2il162464283 homocysteine S—methyltransferase 3 Hmit3
19 524 2il77378040 sorbitol dehydrogenase Sdh
20 1396 2il162458022 LOC541920 precursor LOC541920
21 574 21195622500 serine hydroxymethyltransferase Shmi
23 564 2il168586 pyruvate,orthophosphatedikinase Ppdk
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Table 2 Primer information of qRT-PCR
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Gene Forward primer sequence Reverse primer sequence Length (°C)
Chfi CTCCTCCATCTTCCAAGT GACGACGCCATTAATTCC 84 60
Ubc ATTTCCCGCCAGATTACCCC AATCTCCGGGACAAGAGGGT 206 60
Sod4ap AACATTCGGAGACATCGT AGCATAATCCAGCACAGT 110 60
Lgl TACACCAATGCCTTCCTT CATACTTGTCAACGCCATAG 84 60
Hmi3 AATCCACTCCTATACAGCAT AGAGCCATCAGCAAGATAA 76 60
Sdh CAAGATCATGCCCTTCAAG CATCTCCCTGAGGTAGTG 105 60
LOC541920 AGTAGCTGCCAGGTATTG TGTAGATTGCTTGGTGAATG 81 60
Shmt GCCTCATAACCATACCATTAC CACCAGAGACGAGTTCATA 149 60
Ppdk GTGCAGGACAGGGAAACGTA TCTACCATCTTGATCGCCGC 102 60
02 GCCACAGAGTGGACCTTTGA GGTCCCCTACTACGGCACTA 184 60
Actin TGGCTCCAATTCCTGAAG CAAACTCTGAGGCAACAC 109 60
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Note: *#%#_*%* and * indicated significance at 0.001, 0.01 and 0.05 levels, respectively. The same below.
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Fig.1 Relative expression of nine related genes in every period in NILs
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Fig.2 Change trend of relative expression of 02 in the NILs
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