Appendix A. Supplementary data
Supplementary data for this article can be found online at http://... 
Additional file 1:
Table S1. Rice Variety Source Information						
Table S2. Primers used for qRT-PCR.
Table S3. 591 rice germplasm source information.
Table S4. 317 significant loci were identified by genome-wide association analysis of 591 rice germplasm.
Table S5. Detected metabolites.
Table S6. Classification of 730 metabolites.		
Table S7. Number of metabolites in 11 modules.	
Table S8. The VIP value, Fold Change value and Connectivity value of 25 metabolites in tan module under treatment with aerobic and then anaerobic conditions.
Table S9. Contents of 5 metabolites in four kinds of High AG (high germination ability under hypoxia) and four kinds of Low AG (poor germination ability under hypoxia) rice germplasm.
Table S10. Summary statistics for transcriptome sequencing quality and high qulity clean reads mapped to the reference genome.
Table S11. Genes or metabolites within 19 modules
Fig. S1 Total ion current of one quality control sample by mass spectrometry detection (a) and multi-peak detection plot of metabolites in the multiple reaction monitoring mode (b).
Fig. S2 Overlapping total ion flow chart (TIC chart) for QC sample mass spectrometry detection. 
Fig. S3 Principal component analysis (PCA) result.
Fig. S4 Sample Hierarchical Clustering Tree.
Fig. S5 Power value curve. Analysis of network topology for various soft thresholding power. 
Fig. S6 Hierarchical cluster tree.
Fig. S7 Correlation heatmap between samples.
Fig. S8 Principal component analysis (PCA) result.
Fig. S9 Eighteen modules heatmap of gene expression patterns.
Fig. S10 Module partitioning and metabolite correlation heatmaps.
Fig. S11 The spatio-temporal expression of LOC_Os10g25130 in Nipponbare based on RAP-DB and BAR database.

