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Figure S1 Circular map showing the complete chloroplast (cp) genome of Camellia japonica ‘Massee Lane’. This map includes key features of a cp genome, including the large single-copy (LSC) region, small single-copy (SSC) region, and a pair of inverted repeat (IR) regions.
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[bookmark: OLE_LINK1][bookmark: OLE_LINK2]Figure S2 Circular map showing the complete chloroplast (cp) genome of Camellia japonica ‘Songzi’. This map includes key features of a cp genome, including the large single-copy (LSC) region, small single-copy (SSC) region, and a pair of inverted repeat (IR) regions.
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Figure S3 Circular map showing the complete chloroplast (cp) genome of Camellia japonica ‘Kagirohi’. This map includes key features of a cp genome, including the large single-copy (LSC) region, small single-copy (SSC) region, and a pair of inverted repeat (IR) regions.
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Figure S4 Circular map showing the complete chloroplast (cp) genome of Camellia japonica ‘Sanyuecha’. This map includes key features of a cp genome, including the large single-copy (LSC) region, small single-copy (SSC) region, and a pair of inverted repeat (IR) regions.
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Figure S5 Circular map showing the complete chloroplast (cp) genome of Camellia japonica ‘Xiameng Hualin’. This map includes key features of a cp genome, including the large single-copy (LSC) region, small single-copy (SSC) region, and a pair of inverted repeat (IR) regions.
[image: C:\Users\longhuadmin\Desktop\Figure S6 Xiameng Wenqing叶绿体全基因组图谱.tif]
Figure S6 Circular map showing the complete chloroplast (cp) genome of Camellia japonica ‘Xiameng Wenqing’. This map includes key features of a cp genome, including the large single-copy (LSC) region, small single-copy (SSC) region, and a pair of inverted repeat (IR) regions.
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Figure S7 Circular map showing the complete chloroplast (cp) genome of Camellia japonica ‘Xiameng Xiaoxuan’. This map includes key features of a cp genome, including the large single-copy (LSC) region, small single-copy (SSC) region, and a pair of inverted repeat (IR) regions.
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Figure S8 Circular map showing the complete chloroplast (cp) genome of Camellia petelotii. This map includes key features of a cp genome, including the large single-copy (LSC) region, small single-copy (SSC) region, and a pair of inverted repeat (IR) regions.
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[bookmark: _GoBack]Figure S9 Codon usage analysis of coding sequences (CDSs) from the cp genomes of Kagirohi, L.T.Dees, Massee Lane, Songzi, Sanyuecha, Xiameng Wenqing, Xiameng Hualin, and Xiameng Xiaoxuan.
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