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Figure S6. Examples of Ascaris and Parascaris synteny. A. Comparison of the Parascaris genome to the largest assembled Ascaris scaffold (AgB01). Only large (> 300 kb)
syntenic blocks are shown. Orange ribbons indicate forward matches while blue ribbons indicate reverse matches. B. Alignment of Ascaris and Parascaris genes for all the syntenic
blocks. Boxes with red and blue borders indicate genes transcribed from the forward and reverse strand, respectively. Gene box colors: gray, genes that match; green, genes only
present in Ascaris; and orange: genes only present in Parascaris. Note the inversion at the right end of the largest syntenic block (AgB01).
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