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[image: ]Supplementary Figure S1 Sequences of the five FPs.
(a) FP sequences. These were arranged using by CLC Sequence Viewer. (b) Relationship between FPs. The phylogenetic tree was inferred using the Neighbor-Joining method (Saitou and Nei 1987). The bootstrap consensus tree inferred from 100 replicates (Felsenstein 1985) is taken to represent the evolutionary history of the taxa analyzed (Felsenstein 1985). Branches corresponding to partitions reproduced in less than 50% bootstrap replicates are collapsed. The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (100 replicates) are shown next to the branches (Felsenstein 1985). The evolutionary distances were computed using the Maximum Composite Likelihood method (Tamura et al. 2004) and are in the units of the number of base substitutions per site. This analysis involved 7 nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. All positions containing gaps and missing data were eliminated (complete deletion option). There were a total of 693 positions in the final dataset. Evolutionary analyses were conducted in MEGA X (Kumar et al. 2018; Stecher et al. 2020).
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Supplementary Figure S2 Conformation of transgene in ProHTR10/ProLAT52:FP transformants. 
Transgene of transformants used in this study were confirmed using their genomic DNA templates. Each isolated genomic DNA was used for PCR with each primer pairs. The correct sized PCR products were amplified in all transformants.
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Supplementary Figure S3 Pollens in T1/T2/T3 generations of ProHTR10:FP transformants.
a, Autofluorescence of WT in fluorescence field. Scale bar is 50 μm. b, Pollens from single locus T1 and continuing thereof homozygous T2/T3 generation of ProHTR10:mRuby3 #n6, #n8, ProHTR10:POmTFP1 #n9 and #n10 are shown. 
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