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Abstract: There are about 60 species of Lagerstroemia in the world, and more than 500 species have been cultivated.
Lagerstroemia species is an excellent garden ornamental plant. In addition to bright color and the characteristics of air
purification, it has important value in garden and horticultural applications. At present, due to the frequent interspecific
hybridization and gene introgression, the morphological classification system can not satisfy the genetic diversity study of
Lagerstroemia. With the development of modern biotechnology, studies based on chloroplast genome have shown obvious
advantages in the study of species relationship. DNA fragments and simple repeat sequences extracted from chloroplast
genomes are often used as molecular markers for identification and classification of plants. So far, the chloroplast genomes of
22 species of Lagerstroemia have been sequenced. The phylogenetic relationships of 22 species of Lagerstroemia have heen

analyzed by Bayes’ method, and 22 species of Lagerstroemia are monophyletic groups. It is concluded that the chloroplast
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genome size is about 150 kbp, the largest is L. venusta with a length of 152 521 bp, and the smallest was L. guilinensis with a
length of 151 968 bp. The length of LSC region is 83-84 kbp, the length of SSC region is 16 kbp, the length of IR region is 25

kbp, and the content of GC in chloroplast genome is 37.6%—37.7%. The research reviews the structure of chloroplast genome

of Lagerstroemia and its application in DNA barcoding, SSR and phylogeny in order to understand the research status of the

chloroplast genomes of Lagerstroemia and improve the evaluation and understanding of the application of Lagerstroemia

in landscape architecture. It will lay a foundation for further research on germplasm resources identification, genetics and

phylogeny of Lagerstroemia based on chloroplast genome and provide data support for breeding more Lagerstroemia plants

used in garden sightseeing.
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Lagerstroemia sp.3. MTO019846 || Erodium carvifolium  NC_015083
WD-2021
L. sp. 4. WD-2021 MTO019845 || L. speciosa KX572149
L. sp. 2. WD-2021 MTO019844 || L. indica NC_030484
L. venusta NC_042892 || L. subcostata NC_034952
L. balansae NC_053574 || L. guilinensis MT019860
L. excelsa NC_042896 || L. glabra MT019859
L. villosa MT019853 ||L. caudata MT019857
L. siamica NC_042890 || L. anhuiensis MT019856
L. loudonii 01999573 || L. limii MT019855
L. tomentosa MTO019851 || L. fauriei MTO019854
Duabanga grandiflora ~ NC_042899 || L. calyculata MTO019850
Oenothera biennis NC_010361 ||L. floribunda MT019849
O. argillicola NC_010358 || L. intermedia MT019847
Ludwigia octovalvis NC_031385
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Fig. 1 Gene map of the choloroplast genome of Lagerstroemia speciosa
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Fig.2 Gene map of the choloroplast genome of Lagerstroemia tomentosa
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Table 2 Summary of chloroplast genome sequence characteristics of Lagerstroemia

Speciesz JEART N WENS RIEAFEDIX /NAREDIIX B X SRR E RSeS| iz 23RS Reference
Yyfh Plastome size (bp) GC (%)  LSC (bp) SSC (bp) IR (bp)  Gene number Protein—coding gene RNA tRNA RNA rRNA &% 3k
L.speciosa 152443 37.6 84183 16832 25714 112 78 30 4 [41]
L.indica 152229 37.6 84060 16919 25625 112 78 30 4 [41]
L.subcostata 152049 — 83890 16909 25625 112 78 30 4 [39]
L. guilinensis 151968 37.6 83809 16909 25625 112 78 30 4 [41]
L. glabra 152005 37.6 84026 16729 25625 112 78 30 4 [41]
L.caudata 152194 37.6 84025 16919 25625 112 78 30 4 [41]
L. anhuiensis 152049 37.6 84058 16729 25631 112 78 30 4 [41]
L.limii 152158 37.6 83951 16905 25651 112 78 30 4 [41]
L fauriei 152074 37.6 83920 16904 25625 112 78 30 4 [41]
L.tomentosa 152258 37.7 84009 16797 25726 112 78 30 4 [41]
L.calyculata 152258 37.6 84008 16798 25726 112 78 30 4 [41]
L floribunda 152225 37.7 84000 16793 25716 112 78 30 4 [41]
L.intermedia 152311 37.6 83997 16850 25732 112 78 30 4 [41]
L. venusta 152521 84194 16833 25747 112 78 30 4 [39]
L. balansae 152316 37.6 84053 16785 25739 130 85 37 8 [42]
L.excelsa 152214 37.6 84047 16917 25625 112 78 30 4 [41]
L. villosa 152208 377 84003 16795 25705 112 78 30 4 [41]
L. siamica 152519 84166 16865 25744 112 78 30 4 [39]
L.sp.3 152245 Unpublished
L.sp.4 152254 Unpublished
L. sp.2 152234 Unpublished
L. loudonii 152372 Unpublished
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Fig. 3 Phylogenetic tree based on the 27 species chloroplast genome sequences with Bayes’ method
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