
Supporting Figure 1. Germination of dimorphic seed types in response to light. Germination of mucilaginous (M+) and non-

mucilaginous (M-) seeds were tested from TUR and CYP accessions in dark or under white light (100 µmol m-2 s-1). Images 

were taken 7 days after imbibition. 
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Supporting Figure 2. Heatmap of all 87 genes light-regulated in CYP seeds and differentially expressed in light-exposed TUR 

and CYP seeds based on RPKM values.  
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Supporting Figure 3. Identification of the A. thaliana orthologue of Ae. arabicum AA18G00108 as GA2ox3.

(a) Phylogenetic tree of gibberelin2-oxidases using Bayesian inference (2000000 generations, standard deviation of split 

frequencies 0.063371) and allows clear assignment of Ae. arabicum orthologues. Sequences of A. thaliana (ARATH) and Ae. 

arabicum (AETAR) are marked in green and red, respectively. For detailed assignment of five letter code see Supplemental 

Dataset 7. (b) Synteny of GA2ox3 position in the genome of A. thaliana and Ae. arabicum.
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Supporting Figure 4. Accumulation of GA forms in Ae. arabicum TUR and CYP seeds under dark and light conditions.
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Supporting Figure 5. Identification and alignments of phytochromes in Ae. arabicum. (a) Phylogenetic tree of phytochromes 

using Bayesian inference (1688500 generations, standard deviation of split frequencies 0.009992) and allows clear 

assignment of Ae. arabicum orthologues. Sequences of A. thaliana (ARATH) and Ae. arabicum (AETAR) are marked in 

green and red, respectively. For detailed assignment of five letter code see Supplemental Dataset 7. (b-f) Phytochrome 

protein alignments of three Ae. arabicum accessions. Germination of TUR seeds is light-insensitive while CYP and KM2397 

both have light inhibited germination. 
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Supporting Figure 6. Alignment of PIL5/PIF1 protein sequence of three Ae. arabicum accessions. Germination of TUR 

seeds is light-insensitive while CYP and KM2397 both have light inhibited germination. 


