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Supplemental Figure S11. Alignment between internal and duplicated segments and TALT structures. (4) Schematic alignment
between two sequences, obtained using Mauve. (B) Schematic depicting internal TALT structure. Gray arrows: TTAGGC
repeats; blue arrows: TCAGGC repeats. Red : TALT sequence. (C) SNPs between tandem-copied TALT sequences.



