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Figure S1. Quality analysis of the filtered reads used to assemble the Neltuma pallida chloroplast genome. (A) Quality scores across all bases. (B) Quality score distribution over all sequences. (C) Sequence base content across all bases. (D) GC distribution over all sequences.
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Figure S2. Graphical representation of the N. pallida chloroplast genome structure. The names, sequence length and sequencing coverage of each region of the genome are displayed over the figure.
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