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Appendix 1 Comparison of nucleic acid diversity of non-threatened species groups

S22 H 4 on FEA & EE PN
Scientific name Chinese name Sample size References
Populus tremuloides it 0.016 22 Wang et al, 2016
Rhododendron delavayi 22 RY 0.01297 30 Ma et al, 2021
Populus tremula R L A7 0.0147 24 Wang et al, 2016
Phoenix dactylifera MEES 0.0092 62 Hazzouri et al, 2015
Pyrus pyrifolia WAl 0.00173 312 Zhang et al, 2021
Prunus avium ZET 0.00231 21 Xanthopoulou et al, 2020
Cannabis sativa K 0.00387 110 Ren et al, 2021
Populus trichocarpa ERW 0.0041 544 Evans et al, 2014
Amborella trichopoda T i 0.0021 12 Amborella Genome Project, 2013
Prunus persica Bk 0.0015 11 International Peach Genome
Initiative et al, 2013
Phoenix sylvestris ARV 0.0105 7 Flowers et al, 2019
Phoenix canariensis Ed= VN 0.0117 6 Flowers et al, 2019
Musa itinerans ki 5 2 0.0064 24 Wu et al, 2018
Vitis AR 4 0.0035 64 Liang et al, 2019
Glycine max A KE 0.00294 62 Zhou et al, 2015
Coffea canephora HRORL 0.00362 34 Huang et al, 2020
Coffea excelsa eyl 0.00287 11 Huang et al, 2020
Lactuca serriola B E 0.00294 199 Wei et al, 2021
Solanum pimpinellifolium Bt SR Ak 0.00323 53 Lin et al, 2014
Malus sylvestris DY E RS 0.00255 10 Duan et al, 2017
Malus sieversii T RS IR 0.0013 29 Duan et al, 2017
Boehmeria nivea B AR RR 0.00618 14 Wang et al, 2021
Ziziphus acidojujuba LIS 0.00185 202 Guo et al, 2021
Citrullus colocynthis 275K 0.00675 15 Guo et al, 2019
Momordica charantia S AN 0.00659 21 Cui et al, 2020
Ricinus communis AR B RR 0.00195 56 Xu et al, 2021
Populus adenopoda w14 0.004092675 27 Liu et al, 2022
Populus alba WA 0.005715963 17 Liu et al, 2022
Populus davidiana th# 0.010984953 34 Liu et al, 2022
Populus giongdaoensis ey ) 0.001389251 14 Liu et al, 2022
Populus rotundifolia TEEY 0.008184706 41 Liu et al, 2022

Om: BEAR T R AR 510 (M) BBt 22 57 B0 (SNP ) ) F 24 B

6n: average number of pairwise nucleotide differences per site.

SE R

Amborella Genome Project (2013) The Amborella genome and the evolution of flowering plants. Science, 342, 1241089.

Cui JJ, Yang Y, Luo SB, Wang L, Huang RK, Wen QF, Han XX, Miao NS, Cheng JW, Liu ZJ, Zhang CY, Feng CC, Zhu HS, Su JW,



ScHAPH, FEOT e, &P4E, S kMG, XISFEE (2023) 43R A ST 5 VAR SR E RS R IR . AW 2 BRI, 31, 22679. hitps://www.biodiversity-
science.net/CN/10.17520/biods.2022679.

Wan XJ, Hu F, Niu Y, Zheng XM, Yang YL, Shan D, Dong ZS, He WM, Dhillon NPS, Hu KL (2020) Whole-genome sequencing
provides insights into the genetic diversity and domestication of bitter gourd (Momordica spp.). Horticulture Research, 7, 85.
Duan N, Bai Y, Sun H, Wang N, Ma Y, Li M, Wang X, Jiao C, Legall N, Mao L, Wan S, Wang K, He T, Feng S, Zhang Z, Mao Z, Shen
X, Chen X, Jiang Y, Wu S, Yin C, Ge S, Yang L, Jiang S, Xu H, Liu J, Wang D, Qu C, Wang Y, Zuo W, Xiang L, Liu C, Zhang D,
Gao 'Y, Xu'Y, Xu K, Chao T, Fazio G, Shu H, Zhong GY, Cheng L, Fei Z, Chen X (2017) Genome re-sequencing reveals the history

of apple and supports a two-stage model for fruit enlargement. Nature Communications, 8, 249.

Evans LM, Slavov GT, Rodgers-Melnick E, Martin J, Ranjan P, Muchero W, Brunner AM, Schackwitz W, Gunter L, Chen JG, Tuskan
GA, DiFazio SP (2014) Population genomics of Populus trichocarpa identifies signatures of selection and adaptive trait associations.
Nature Genetics, 46, 1089—-1096.

Flowers JM, Hazzouri KM, Gros-Balthazard M, Mo ZY, Koutroumpa K, Perrakis A, Ferrand S, Khierallah HSM, Fuller DQ, Aberlenc
F, Fournaraki C, Purugganan MD (2019) Cross-species hybridization and the origin of North African date palms. Proceedings of
the National Academy of Sciences, USA, 116, 1651-1658.

Guo MX, Zhang ZR, Li SP, Lian Q, Fu PC, He YL, Qiao JX, Xu KK, Liu LP, Wu MY, Du ZR, Li SN, Wang JJ, Shao PY, Yu Q, Xu G,
Li DK, Wang YK, Tian S, Zhao J, Feng X, Li RQ, Jiang WK, Zhao XS (2021) Genomic analyses of diverse wild and cultivated
accessions provide insights into the evolutionary history of jujube. Plant Biotechnology Journal, 19, 517-531

Guo S, Zhao S, Sun H, Wang X, Wu S, Lin T, Ren Y, Gao L, Deng Y, Zhang J, Lu X, Zhang H, Shang J, Gong G, Wen C, He N, Tian S,
Li M, Liu J, Wang Y, Zhu Y, Jarret R, Levi A, Zhang X, Huang S, Fei Z, Liu W, Xu'Y (2019) Resequencing of 414 cultivated and
wild watermelon accessions identifies selection for fruit quality traits. Nature Genetics, 51, 1616—1623.

Hazzouri KM, Flowers JM, Visser HJ, Khierallah HSM, Rosas U, Pham GM, Meyer RS, Johansen CK, Fresquez ZA, Masmoudi K,
Haider N, El Kadri N, Idaghdour Y, Malek JA, Thirkhill D, Markhand GS, Krueger RR, Zaid A, Purugganan MD (2015) Whole
genome re-sequencing of date palms yields insights into diversification of a fruit tree crop. Nature Communications, 6, 8824.

Huang LF, Wang XY, Dong YP, Long YZ, Hao CY, Yan L, Shi T (2020) Resequencing 93 accessions of coffee unveils independent and
parallel selection during Coffea species divergence.Plant Molecular Biology, 103, 51-61.

International Peach Genome Initiative; Verde I, Abbott AG, Scalabrin S, Jung S, Shu SQ, Marroni F, Zhebentyayeva T, Dettori MT,
Grimwood J, Cattonaro F, Zuccolo A, Rossini L, Jenkins J, Vendramin E, Meisel LA, Decroocq V, Sosinski B, Prochnik S, Mitros
T, Policriti A, Cipriani G, Dondini L, Ficklin S, Goodstein DM, Xuan PF, Del Fabbro C, Aramini V, Copetti D, Gonzalez S, Horner
DS, Falchi R, Lucas S, Mica E, Maldonado J, Lazzari B, Bielenberg D, Pirona R, Miculan M, Barakat A, Testolin R, Stella A,

Tartarini S, Tonutti P, Aras P, Orellana A, Wells C, Main D, Vizzotto G, Silva H, Salamini F, Schmutz J, Morgante M, Rokhsar DS



ScHAPH, FEOT e, &P4E, S kMG, XISFEE (2023) 43R A ST 5 VAR SR E RS R IR . AW 2 BRI, 31, 22679. hitps://www.biodiversity-
science.net/CN/10.17520/biods.2022679.

(2013) The high-quality draft genome of peach (Prunus persica) identifies unique patterns of genetic diversity, domestication and
genome evolution. Nature Genetics, 45, 487—494.

Liang ZC, Duan SC, Sheng J, Zhu SS, Ni XM, Shao JH, Liu CH, Nick P, Du F, Fan PG, Mao RZ, Zhu YF, Deng WP, Yang M, Huang
HC, Liu YX, Ding YQ, Liu XJ, Jiang JF, Zhu YY, Li SH, He XH, Chen W, Dong Y (2019) Whole-genome resequencing of 472
Vitis accessions for grapevine diversity and demographic history analyses. Nature Communications, 10, 1190.

Lin T, Zhu GT, Zhang JH, Xu XY, Yu QH, Zheng Z, Zhang ZH, Lun YY, Li S, Wang XX, Huang ZJ, Li JM, Zhang CZ, Wang TT, Zhang
Y'Y, Wang AX, Zhang YC, Lin K, Li CY, Xiong GS, Xue YB, Mazzucato A, Causse M, Fei ZJ, Giovannoni JJ, Chetelat RT, Zamir
D, Stadler T, Li JF, Ye ZB, Du YC, Huang SW (2014) Genomic analyses provide insights into the history of tomato breeding. Nature
Genetics, 46, 1220-1226.

Liu SY, Zhang L, Sang YP, Lai Q, Zhang XX, Jia CF, Long ZQ, Wu JL, Ma T, Mao KS, Street NR, Ingvarsson PK, Liu JQ, Wang J
(2022) Demographic history and natural selection shape patterns of deleterious mutation load and barriers to introgression across
Populus genome. Molecular Biology and Evolution, 39, msac008.

MaH, Liu Y, Liu D, Sun W, Liu X, Wan Y, Zhang X, Zhang R, Yun Q, Wang J, Li Z, Ma Y (2021) Chromosome-level genome assembly
and population genetic analysis of a critically endangered rhododendron provide insights into its conservation. Plant Journal, 107,
1533—-1545.

Ren GP, Zhang X, Li Y, Ridout K, Serrano-Serrano ML, Yang YZ, Liu A, Ravikanth G, Ali Nawaz M, Mumtaz AS, Salamin N, Fumagalli
L (2021) Large-scale whole-genome resequencing unravels the domestication history of Cannabis sativa. Science Advances, 7,
eabg2286.

Wang J, Street NR, Scofield DG, Ingvarsson PK (2016) Natural selection and recombination rate variation shape nucleotide
polymorphism across the genomes of three related Populus species. Genetics, 202, 1185-200.

Wang YZ, Li F, He QY, Bao ZG, Zeng Z, An D, Zhang T, Yan L, Wang HY, Zhu SY, Liu TM (2021) Genomic analyses provide
comprehensive insights into the domestication of bast fiber crop ramie (Boehmeria nivea). The Plant Journal, 107, 787-800.

Wei T, van Treuren R, Liu XJ, Zhang ZW, Chen JJ, Liu Y, Dong SS, Sun PN, Yang T, Lan TM, Wang XG, Xiong ZQ, Liu YQ, Wei JP,
Lu HR, Han SP, Chen JC, Ni XM, Wang J, Yang HM, Xu X, Kuang HH, van Hintum T, Liu X, Liu H (2021) Whole-genome
resequencing of 445 Lactuca accessions reveals the domestication history of cultivated lettuce. Nature Genetics, 53, 752-760.

Wu W, Ng WL, Yang JX, Li WM, Ge XJ (2018) High cryptic species diversity is revealed by genome-wide polymorphisms in a wild
relative of banana, Musa itinerans, and implications for its conservation in subtropical China. BMC Plant Biology, 18, 194.

Xanthopoulou A, Manioudaki M, Bazakos C, Kissoudis C, Farsakoglou AM, Karagiannis E, Michailidis M, Polychroniadou C,



ScHAPH, FEOT e, &P4E, S kMG, XISFEE (2023) 43R A ST 5 VAR SR E RS R IR . AW 2 BRI, 31, 22679. hitps://www.biodiversity-
science.net/CN/10.17520/biods.2022679.

Zambounis A, Kazantzis K, Tsaftaris A, Madesis P, Aravanopoulos F, Molassiotis A, Ganopoulos I (2020) Whole genome re-
sequencing of sweet cherry (Prunus avium L.) yields insights into genomic diversity of a fruit species. Horticulture Research, 7, 60.

Xu W, Wu D, Yang TQ, Sun C, Wang ZQ, Han B, Wu SB, Yu AM, Chapman MA, Muraguri S, Tan Q, Wang WB, Bao ZG, Liu AZ, Li
DZ (2021) Genomic insights into the origin, domestication and genetic basis of agronomic traits of castor bean. Genome Biology,
22, 113.

Zhang MY, Xue C, Hu HJ, Li JM, Xue YS, Wang RZ, Fan J, Zou C, Tao ST, Qin MF, Bai B, Li XL, Gu C, Wu S, Chen X, Yang GY, Liu
YY, Sun MY, Fei ZJ, Zhang SL, Wu J (2021) Genome-wide association studies provide insights into the genetic determination of
fruit traits of pear. Nature Communications, 12, 1144,

Zhou ZK, Jiang Y, Wang Z, Gou ZH, Lyu J, Li WY, Yu YJ, Shu LP, Zhao YJ, Ma YM, Fang C, Shen YT, Liu TF, Li CC, Li Q, Wu M,
Wang M, Wu YS, Dong Y, Wan WT, Wang X, Ding ZL, Gao YD, Xiang H, Zhu BG, Lee SH, Wang W, Tian ZX (2015) Resequencing
302 wild and cultivated accessions identifies genes related to domestication and improvement in soybean. Nature Biotechnology,

33,408-414.



