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Figure S1. The plant of J. sambac cultivar ‘Danbanmoli’ (JSDB).
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Figure S2. The morphology of sampled floral buds at different developmental stages. S1, young floral bud stage; S2, mature floral bud stage; S3, initial opening flower stage. Bar= 10 mm.
[image: image3.png]cell count

300

250

200

100

~

ambac

L. esculentum

10 20 30 40 50

relative fluorescene intensity

60
x1000

cell count

1e+06 2e+06 3e+06 4e+06 5e+06 6e+06

0e+00

Kmer Distribution

50

T T
100 150

Kmer Depth

200

250





Figure S3. Estimation of J. sambac cultivar JSDB genome size. (A) Estimation of J. sambac genome size based on flow cytometer analysis. (B) The distribution of J. sambac 17-mers. Two peaks are observed (at 42× and 84×, respectively) indicating the heterozygosity in J. sambac.
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Figure S5. The insert time of LTR retrotransposons in J. sambac cultivar JSDB.
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Figure S6. Distribution of genes and gene families among the plant species defined by OrthoFinder.
[image: image7.png]contig472.95 | DREB2A

contig481.g10

- contig236.930

contig345.924

contig1426.916

- contig2465.96

contig197.g17

Ooo
w o ©

S1 S2 S3

-
()

4%
60
90~
€0
0 0




Figure S7. The expression of DREB2s in the three floral developmental stages of J. sambac cultivar JSDB. S1, young floral bud stage; S2, mature floral bud stage; S3, initial opening flower stage.
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Figure S8. Gas chromatogram of aroma compounds from the flowers of J. sambac cultivar JSDB. (A) S1. (B) S2. (C) S3. S1, young floral bud stage; S2, mature floral bud stage; S3, initial opening flower stage.
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Figure S9. Phylogenetic relationship of MYB transcriptional factors identified in the J. sambac cultivar JSDB genome (A) and the expression of six genes in the subgroup 4, 6 and 7 (B). S1, young floral bud stage; S2, mature floral bud stage; S3, initial opening flower stage.
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Figure S10. Phylogenetic relationship of bHLH transcriptional factors identified in the J. sambac cultivar JSDB genome.
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Figure S11. The expression of bHLH genes in the flowers at different development stages of J. sambac cultivar JSDB. S1, young floral bud stage; S2, mature floral bud stage; S3, initial opening flower stage.
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Figure S12. Phylogenetic relationship of WRKY transcriptional factors identified in the genome of J. sambac cultivar JSDB (A) and the expression of WRKY genes in the different developmental stages (B). S1, young floral bud stage; S2, mature floral bud stage; S3, initial opening flower stage.
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Figure S4. Integrated work-flow for the assembly of the J. sambac cultivar JSDB genome.








