Correlations

Probe ID Symbol/discription -
iPRPs cZRPs iPR ZR cZR cZ ¢ZRPsOG__ ¢ZROG cZ0G IAA GA9 GA19 ABA
Abcisic acid signaling
0s.55612.1.81_at OsPYL/RCAR4 n.s. ns. ns. ns ns ns ns. n.s. ns. ns. ns ns
0s.46585.1.51_at OSPYL/RCAR10 0.849 0.721 ns. ns. ns ns ns ns ns. ns. ns ns
0s.5395.1.81_at OsPYL/RCARS ns. ns. ns ns ns ns. 0.697 ns. ns. ns ns
0s.52518.1.81_at OsPP2C53 ns. ns. ns. ns ns ns ns. ns. ns. ns. ns ns
0s.18094.2.51_a_at OsPP2C50 ns. ns. ns. ns ns ns ns. ns. ns. ns. ns. ns
0s.27906.1.51_a_at OsPP2C09 ns. ns. ns ns. ns. ns. ns. ns. ns. ns _ ns.
OsAffx.23594.1.51_at OsPP2C06 ns. ns. ns. ns. 0.682 ns 0.834 0.811 ns. ns. ns. ns ns
OsAffx.27219.1.51_at OsPP2C49 n.s. ns. ns. ns. ns ns ns. 0.670 ns. 0.970 0.690 ns ns
0s5.12646.1.51_at SnRK2 family, subclass | 0.891 0.779 ns. ns. n.s ns n.s. n.s. ns. ns. ns. ns ns
0s.10746.1.51_a_at SnRK3 family, subclass | 0.740 ns. ns. ns. 0.688 ns 0.854 0.762 ns. ns. ns. ns. ns
0s.3401.1.81_at SnRK2 family, subclass Il ns ns ns ns ns ns ns ns ns ns ns 0.816 ns
0s.12645.1.51_at SnRK2 family, subclass Il n.s. ns. ns ns. ns. ns. ns. ns. ns. ns ns. ns.
0s.10334.1.51_at SnRK2 family, subclass 11l 0.802 n.s. ns. ns. ns ns 0.716 ns. ns. ns. ns. ns ns
0s5.54299.1.81_at ABF-like bZIP transcription factor 0.890 0.877 ns. ns. n.s ns ns. ns. ns. ns. ns. ns ns
0s.11781.1.51_at ABF-like bZIP transcription factor ns. n.s. ns. ns. ns ns ns. ns. ns. ns. ns ns
0s.15711.1.81_at ABF-like bZIP transcription factor ns. ns. ns. ns n.s ns ns. ns. ns. ns. ns ns
0s.42200.1.S1_at ABF-like bZIP transcription factor ns. ns. 0.732 ns. ns. 0.757 ns ns. ns. ns. ns. ns ns
0s.411.1.81_a_at ABF-like bZIP transcription factor ns ns ns. ns 0.682 ns 0.746 0.783 ns ns. ns ns ns
0s.37925.1.51_a_at ABF-like bZIP transcription factor 0.837 0.792 0.757 ns. ns 0.672 0.779 ns. ns. ns. ns. n.s ns
0s5.49497.1.51_at ABF-like bZIP transcription factor 0.752 0.849 n.s. 0.717 ns. ns ns n.s. n.s. n.s. n.s. 0.864 ns
Auxin signaling
0s.10149.1.81_x_at OsAFB2 ns. ns. 0.686 ns. 0.723 ns. 0911 0.738 ns. ns. ns. ns ns
0s.10149.2.51_at OsAFB2 ns ns 0.787 ns 0.773 0.721 0.918 0.762 ns. ns. ns ns. ns.
0s5.22269.1.51_at OsARF1 ns. ns. ns. ns. n.s ns 0.926 0.712 ns. ns. ns. ns ns
0s.22269.2.51_x_at OsARF1 n.s. ns. ns. ns. 0.705 ns 0.923 0.788 ns. ns. ns. ns ns
0s.6367.1.51_at OsARF2 0.663 ns. ns. ns. ns ns ns ns. ns. ns. ns. ns ns
0s.6367.2.51_x_at OsARF2 0.708 ns. ns. ns. ns ns ns ns. ns. ns. ns. ns. ns
0s.34249.1.51_at OsARF3 ns ns ns. ns ns ns ns ns ns ns. ns 0.712 ns
0s.34249.2.S1_at OSsARF3 ns ns. ns. ns. ns ns ns ns ns. ns. ns. 0.670 ns
0s.34249.2.51_x_at OsARF3 n.s. n.s. ns. ns. ns ns ns ns. ns. ns. ns. 0.686 ns
0s.11696.1.51_a_at OsARF4 ns. ns. ns ns ns ns. 0.711 ns. ns. ns ns
0s.11696.1.51_at OsARF4 ns. ns. ns ns ns ns. 0.726 ns. ns. ns ns
0s.11696.2.51_x_at OsARF4 ns. ns ns ns ns ns 0.721 ns ns ns ns
0s.25597.1.51_at OsARF6 ns. ns. 0.709 ns. 0.761 0.684 0.882 0.755 ns. ns. ns. ns ns
0s.21860.1.51_at OsARF7 0.828 0.724 ns. ns ns. ns. ns. ns. ns. ns. ns ns. ns.
0s.7177.2.81_a_at OsARF12 0714 0.662 0.845 0714 0.802 0.762 0.908 0.822 ns. ns. ns ns. ns.
0s.50772.1.51_at OsARF14 0.899 0.847 ns. ns. ns. ns ns ns. ns. ns. ns. 0.709 ns
0s.11036.1.51_at OsARF15 ns ns 0.742 ns ns ns ns ns ns ns. ns 0.901 ns
0s.22750.1.81_at OSARF17 0.697 ns. 0.938 0.685 0.713 0.818 0.845 0.675 ns. ns. ns. ns ns
0s.22735.1.51_at OsARF18 0.841 ns ns ns ns ns ns. ns ns ns ns ns ns
0s.10817.3.81_x_at OsARF23 ns. ns. ns. ns. ns ns n.s. ns. 0.690 ns. ns. ns ns
0s.18308.1.51_at OsARF24 n.s. ns. ns. ns. ns. ns. 0.748 n.s. ns. ns. ns. ns ns
0s.22272.1.81_at OsARF25 0.696 ns 0.804 0.666 0.787 0.705 0.949 0.813 ns. ns. ns ns. ns.
0s.19952.1.51_at OsIAA2 ns. ns. 0.883 ns. ns. 0.806 0.846 ns. ns. ns. ns. ns ns
0s.12733.3.51_x_at OsIAA3 n.s. 0.689 0.757 0.736 0.826 0.732 0.815 0.824 ns. ns. ns. ns ns
0s5.8585.1.81_at OsIAA13 0.886 0.947 ns. 0.669 ns ns ns. ns. ns. ns. ns. 0.768 ns
0s.4822.1.51_at OslIAA1S 0.686 0.732 n.s. ns. ns ns ns ns. ns. ns. ns. 0.762 ns
0s.11876.1.81_s_at OslAATT 0.787 0.795 0.696 ns ns ns ns ns ns ns. ns 0.711 ns
0s.8928.1.51_at OsIAA19 ns. ns. ns. ns. ns ns ns ns. ns. 0.700 ns. ns ns
0s.7687.1.81_at OslAA21 0.954 0.841 ns. ns ns ns ns ns ns ns. ns ns ns
OsAffx.15562.1.81_s_at OslAA21 0.964 0.777 ns. ns n.s. n.s. n.s. n.s. ns. ns. ns n.s. n.s.
Cytokinin signaling
0s.16444.1.51_at Ahp1 0.722 0.683 0.927 0.694 0.713 0.800 0.849 0.676 ns. ns. ns ns. ns.
0s.16444.1.51_s_at Ahp1 n.s. ns. 0.924 ns. ns 0.850 0.795 ns. ns. ns. ns. ns ns
0s.8117.1.81_at OsRR1 0.702 ns ns. ns ns 0.694 ns ns ns ns. ns ns ns
0s.23942.1.A1_at OSRR2 ns ns. 0.709 ns ns ns ns ns ns. ns. ns ns ns
0s.24952.1.51_at OsRR6 n.s. n.s. 0.760 n.s. 0.670 0.794 ns 0.732 ns. ns. ns. ns ns
0s.11949.1.81_at OsRR21 ns. ns ns ns. ns. ns. ns ns
0s.19406.1.51_at OsRR22 0.664 n.s. ns. ns. ns ns ns ns. ns. ns. ns. ns ns
0s.27847.1.81_at OsRR24 ns. ns. ns. ns n.s n.s ns. ns. ns. ns. ns ns
0s5.49428.1.51_at OsRR26 ns. ns. 0.800 ns. n.s 0.734 0.816 ns ns. n.s. ns. ns ns
Gibberellin signaling
0s5.3440.1.82_at GID2 0.800 n.s. ns. ns. ns ns ns ns. _ ns. ns. ns ns
0s.4494.1.51_at SLR1 0.819 0.805 n.s. ns. n.s ns. n.s. n.s n.s. n.s. ns. n.s n.s

Figure S1. Correlations between hormone-related compounds and hormone-signaling genes.
Plant hormone-related compounds detected in all organs tested are selected. Microarray
probes representing ‘Present’ as flag information in all samples tested are selected. Pearson
product-moment correlation coefficients are indicated and highlighted in red (positive) or
blue (negative) where they are significant (a=0.01). n.s., not significant.
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Figure S2. Heat map tables of IAA and IAA-biosynthetic genes (A) and IAAsp, IATrp, and the
IAA-amino acid synthase family gene OsGH3-8 (B). Heat map coloring is based on fold-

change.



