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Fig. S1 Gene Ontology Analysis of DEGs in the long juvenile line. a. HX3LvsJoeL refers to long juvenile (LJ) soybean under LD compared to the transgenic under LD, b. HX3SvsJoeS refers to LJ soybean under SD compared to transgenic soybean under SD.
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Fig. S2 Circadian rhythm pathway showing differences in expression of circadian clock genes in the long juvenile (LJ) soybean relative to the transgenic under short day (SD) condition. The image shows the soybean circadian clock genes in complete biological network. The white box shows an Arabidopsis circadian clock gene with no homologues (or not found) in soybean. The red box shows a DEG shared between the LJ soybean compared to the transgenic soybean that changed significantly. The green box shows soybean genes that were not significantly changed in the LJ soybean.
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