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Figure S1. SDS-PAGE analysis of protein from 0 d, 3d and 4 d aged rice
seeds after imbibition for 48 h. Total 10 ug protein was separated by 12%

sodium dodecyl sulfate polyacrylamide gel electrophoresis.



S1 table. List of genes used in real-time PCR.

Gene name  Accession No. Gene description
MDH1 NP_001064860.1 malate dehydrogenase 1
Succinate dehydrogenase [ubiquinone] flavoprotein
SDH1 NP_001058845.1 o .
subunit, mitochondrial
ATP synthase, H* transporting, mitochondrial F;
BATP NP_001043900.1 .
complex, beta polypeptide
PDC1 NC_029260.1 Pyruvate decarboxylase 1
6PGD1 NC_029261.1 6-phosphogluconate dehydrogenase 1
APX1 NP_001049769.1 L-ascorbate peroxidase 1
UBQ5 AKO062354 Ubiquitin 5
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