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Abstract. Since the first model plant, Arabidopsis thaliana(L.) Heynh, was sequenced in
2000, significant advances have been made in the sequencing of plant genomes over the last
21 years. With continuous development of technology, the cost of sequencing has greatly
reduced and genome quality has significantly improved. The tremendous information hidden in
these sequences should provide valuable resources for biological research. Here, we
summarized and discussed the advances in plant reference genome de novo sequencing that
have occurred over the last 21 years. We analyzed dynamic changes between the annual
amount of sequenced plant genomes and sequencing technology, explored the relationship
between sequenced genome size and chromosome ploidy and repetitive sequences, and
summarized the main species classifications and distributions of sequenced plant genomes in
the species phylogenetic tree. Finally, potential research hotpots of plant genomes were
discussed.
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Fig. 2 Statistics on genome size and ploidy of sequenced plant species over the years
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Table 1 The names and representative species of the top 10 plant families by number of articles
ﬂ LR REYFh
Family Number of articles Representative species
JKFE( Oryza sativa L.) /N ( Triticum aestivum L.) . K ( Hordeum vulgare L.) . %K ( Zea
RAR 11 mays L.) . = 38 ( Sorghum bicolor (L.) Moench) . H i ( Saccharum officinarum L.) , F 5
Poaceae ( Echinochloa crus-galli (L.) P. Beauv.) . I F ( Bambusoideae) . 25 H ( Zizania latifolia
(Griseb.) Stapf)
T51E 70 UG T (Arabidopsis thaliana (L.) Heynh.) ii=% ( Brassica napus L.) Jt2% ( Brassica juncea
Brassicaceae (L.) Czern. & Coss.)
liﬁgceae 53 KG.( Glycine max (L.) Merr.) 464 ( Arachis hypogaea L.) 48 E & ( Medicago sativa L.)
PR 40 # 1% (Rosa sp.) W4 ( Fragaria x ananassa Duch.) 35 ( Malus pumila Mill.) .45 ( Armenia-
Rosaceae ca vulgaris Lam.) #k( Amygdalus persica L.) B ( Pyrus spp.) .H Z=( Rosa chinensis Jacq.)
Pyt 448 ( Solanum tuberosum L.) M ( Nicotiana tabacum L.) .3 #ii ( Solanum lycopersicum
40 N .
Solanaceae L.) . ( Capsicum annuum L.)
HE4 Rt 57 4% ( Eucalyptus grandis Hill.) | F1#% ( Eucalyptus alba Reinw.) | i #% ( Eucalyptus globulus
Myrtaceae Labill.) . #ifEk% ( Eucalyptus pauciflora Sieb.ex Spreng)
KRR 6 TR ( Olea europaea ssp. africana) 1€ ( Osmanthus fragrans (Thunb.) Lour.) | 155 #f
Oleaceae ( Fraxinus chinensis Roxb.)
HR2ER ) _— o .
22 Hi4E ( Gossypium spp.) . Al Al ( Theobroma cacao L.) Mi3% ( Durio zibethinus Murr.)
Malvaceae
BIEF 17 HACKL ( Lavandula angustifolia Mill.) i ( Mentha haplocalyx Brig.) .— 41 ( Salvia splen-
Lamiaceae dens Ker-Gawler)
#g JK ( Cucurbita moschata Duchesne) .4 JI ( Benincasa hispida ( Thunb.) Cogn.) .78 JK( Cit-
R 17 rullus lanatus (Thunb.) Matsum. et Nakai) \#i}% ( Lagenaria siceraria (Molina) Standl.) %%
Cucurbitaceae JK( Luffa cylindrica (L.) Roem.) .75 JK( Momordica charantia L.) BV ( Siraitia grosvenorii
Swingle)
ZSpe 17 % 1€ ( Dendranthema morifolium ( Ramat.) Tzvel.) . [ H 2% ( Helianthus annuus L.) 55 Ei ( Lac-
Asteraceae tuca sativa L.var. angustanalrish.)
ARk 17 4 ( Populus euphratica Oliv.) . 4l M4 ( Populus deltoids cv. Zhonghua hongye) . 5 #i
Salicaceae ( Salix matsudana Koidz.)
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Tl .
3.3 AEAEEMERANSTH

DU PP W SRR I, X6 AT 0 P B RE ) — PR A
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(I EEPIBL, ERBE S 4 I WA i 1 e S P
=R iU e i ) | e SRR RN R (iU A
IR Y AT O S A7 AR 2 I R pE
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LR —NYF 2 FFR T TR, X
SEI Py P A R X NSt S A 0 e AR T T RE 1Y
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