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Supplementary Figure 1. The tree of Chinese jujube and its growingenvironment. The jujube has very
long lifecycle,even more than 1000 productive yedtrss well adapted to drought and salinity
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Supplementary Figure2. 17-mer frequency distribution of sequencing readsnd heterozygosity simulation

A K-mer refers to an artificial sequence division ofikcleotdes A sequening readwith L bp containgL-K+1)
K-mers if the length of eadk-mer is K bp Typically, K was set ad7 for genome size estimatioihe K-mer
frequengy follows a Poisson distribution in a given data set. During deduction, the genome size
G=K_numpPeak depth, where the K_num is the total numbeKaher, andPeak depth is the expected valaé
K-mer depth Furthermore, fi the heterozygous rate is higher, then a small peak will be presented at 1/2 of
Peak depth. So this Kmer analysis can besed to roughly determine the heterozygous rate of a given genome.
The xaxis is depth (X); the-axis is the proportianwhich represents the frequency at that depth divide by the
total frequency of all the depth. Thegh heterozygosis rate of jujube cadsa sub peakdepth 30X at the
position of the half of the main peéttepth 59X. M is standfor heterozygosityand the two curves are derived
from heterozygosis simulatiorThe heterozygas simulationrevealed that the heterozygosis ratio was about
1.9% (between 1.8% and 2.0%).
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2 — Ziziphus jujuba 405 Mb, avg_gc: 0.334
— Vitis vinifera 486 Mb, avg_gc: 0.345
Prunus persica 227 Mb, avg_gc: 0.375
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Supplementary Figure 3. GC distribution in Ziziphus jujuba_Vitis vinifera and Prunus persica



Supplementarty Figure 4. The pseudemolecules of the 12 chromosomes ordered by genetic leng@onstruction of the genetic map with 55,743 segregated SNP sites,
we got all t? test. Ingleimnoap %.G ACH $0 (AXvalue 0.01). At last, we just have 4033 SHimained. With these markers, the genetic map had been
constructed. The parameter was LOD stamd (7.0 to 15, step, 1.00he locations of the 4 randomly selected BACs analyzed in Supplementagy &g .shown by red
arrows.
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Supplementary Figure 5. Alignments for the 4 randomly picked BAC clones and scaffoldsTo evaluate the
completeness and accuracy of the jujube assembly, read depth on the BACs was calculated by mapping the short

reads onto the BAC sequences. The predicted genes, SSR andeghtratesposable elements (TEs) are shown,
respectively.



Supplementary Figure 6. The tissuespecific genes of the jujube
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Supplementary Figure 7. Divergence rate ¢ transposable elements in the jujube genomerhe divergence
rate was calculated based on the alignment between the RepeatMasker annotated repeat copies and the consensus
sequence in the repeat library (RepBase).
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Supplementary Figure 8. The synteny of some gene blocksn Chrl (9.20-14.68 Mb) with other
chromosomes.



SupplementaryFigure 9. Deciduousbearing shoot(D) and persistertly lignified bearing shoot(P).

a, fruiting status of D; b, fruiting status of P; c, left shows the joint point of Dand right shows the joint
point of P; d, the stem ofD (lower) and P (up)after removing leaves

















http://www.ncbi.nlm.nih.gov/nucest/?term=jujube



















