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Figure S1. The coverage depth of the complete chloroplast genome of Zannichellia palustris. The map generated using Geneious Prime by aligning sequencing data onto the assembled sequence.  The upper part of the figure shows the coverage of each locus in the complete chloroplast genome of Zannichellia palustris. The lower part shows the length of the genome, gene location and tetrad region information. 
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Figure S2. Schematic maps of 13 cis-splicing genes (A) and the trans-spliced gene rps12 (B) in the chloroplast genome of Zannichellia palustris. Maps generated using CPGView. (A) The gene names are shown on the left, and the gene structures are on the right. The exons are shown in black; the introns are shown in white. The arrow indicates the sense direction of the gene. Please note that lengths of exons and introns are not drawn to scale. (B) The trans-spliced gene rps12 has three unique exons. Two of them are duplicated as they are located in the IR regions.
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