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Fig. S1 Sequence alignment of whole chloroplast genomes using the Shuffle LAGAN alignment algorithm in mVISTA. Trapa quadrispinosa was chosen to be the reference genome. The vertical scale indicates the percent identity, ranging from 50 to 100%.
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[bookmark: OLE_LINK38][bookmark: OLE_LINK41]Fig. S2 Number of long repetitive repeats on the complete chloroplast genome sequence of 15 Trapa species. (a) frequency of the repeats more than 30 bp, (b) frequency of repeat types. chLJ, Trapa bispinosa; xlSJ, Trapa quadrispinosa; chQJ, Trapa japonica; chSL, Trapa mammillifera; bdZE, Trapa natans var. baidangensis; hkDB, Trapa macropoda var. bispinosa; tyE, Trapa potaninii; nqG, Trapa litwinowii; fGJ, Trapa arcuata; xkGL, Trapa pseudoincisa; qqDB, Trapa manshurica; jxKF, Trapa kozhevnikovirum; wyXBLY, Trapa sibirica; SJKY, Trapa incisa; XGY, Trapa maximowiczii.
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Fig. S3 The comparison of simple sequence repeats (SSRs) distribution in 15 chloroplast genomes. (a) frequency of common motifs; (b) number of different SSR types. chLJ, Trapa bispinosa; xlSJ, Trapa quadrispinosa; chQJ, Trapa japonica; chSL, Trapa mammillifera; bdZE, Trapa natans var. baidangensis; hkDB, Trapa macropoda var. bispinosa; tyE, Trapa potaninii; nqG, Trapa litwinowii; fGJ, Trapa arcuata; xkGL, Trapa pseudoincisa; qqDB, Trapa manshurica; jxKF, Trapa kozhevnikovirum; wyXBLY, Trapa sibirica; SJKY, Trapa incisa; XGY, Trapa maximowiczii.
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