TR K K F F IR, 2023, 40(2): 237-243
Journal of Zhejiang A&F University
doi: 10.11833/j.issn.2095-0756.20220515

ETHEFRAMEGAHERERKS 75X RIREE
5 B & B 57 F M 4%
=%, REIER, £ O, K ORE, B, FRE?
(1 BN R MR BE, S BEBH 5500255 2. Bt K2 2B, B 5tPH 550025)

WE: [ B8] 5 AL ENIKREE Nicotiana tabacum #-F £ LW T oA AR f T ML, [ Fik ] OEKRE
FYSS AT A R AMA, SRS HFAREOALE, BRAIBHALNSTFNL, [ER] ERZETEES ()
mRNA Rk 2 F AL SHHZFER, L PR LK MES (A H) A BoGH3B, MANI, ERD3. MLP31, FAPI %,
# R TiAAANES (ALHE) A NECI, MFT, ECP63, SOP1, LE25, SBP65 %, Lk £ 7% g (AR) §EMWEFTER G
KRB ERERM. HERESM., AHERE-1AP-HEBFIEN,; mMA LSRG MILRS OIELEIR, BAR
Fodeetipk, [H# ] BEESHFTAFREGUAREN T MET ZRRMIE YRS A F o d L AENL, B S5 EA
1 %24

KEA): MR, RRIRAPF; BRI K ARk, RA; KA

FESES: $330.2 XRRFRERD: A NERE: 2095-0756(2023)02-0237-07

Analysis of molecular networks for dark germination of shallow
photodormant Nicotiana tabacum seeds based on
transcriptomic and proteomic data
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Abstract: [Objective] This study aims to explore the regulatory genes and molecular network for shallow
photodormant Nicotiana tabacum in the dark. [Method] Shallow photodormant N. tabacum Y85 seeds were
used as experimental materials, and the molecular network of dark germination was studied by integrating
transcriptome and proteome data. [Result] There were five types of differences in the expression of protein or
mRNA expression before and after radicle protrusion, among which the jointly up-regulated proteins (genes)
were BoGH3B, MANI1, ERD3, MLP31, FAPI, etc., and the jointly down-regulated proteins (genes) were
NECI1, MFT, ECP63, SOP1, LE25, SBP65, and so on. The signal pathways enriched by the above proteins
(genes) included fructose and mannose metabolism, mannan decomposition, endomannan-1,4--mannosidase
activity. Functional cellular components included mitochondria, membrane components and chloroplasts.
[Conclusion] By integrating transcriptomic and proteomic data, the dark germination regulatory network for
shallow photodormant Y85 seeds was preliminarily constructed. [Ch, 5 fig. 1 tab. 24 ref.]
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Figure 1 Quadrant map of differentially expressed genes and
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Figure 2 Schematic diagram of Wien analysis of co-upregulated (co-

downregulated) differentially expressed genes (proteins)
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Table 1 Combined analysis of differentially expressed genes and differentially expressed proteins

k25t Wk
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5% P 5% P
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Figure 4 Clustering analysis of mRNA and protein expression
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