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'Fig. S14. A phylogenetic tree of a pectate lyase gene supporting HGT from a likely Manihot ancestor in OrthoFinder group 1255. Different angiosperm lineages are coloured according to the
colour code system in Fig. 2d. Cuscuta parasites are highlighted with yellow background, Orobanchaceae parasites are highlighted with a gray background. The HGT node is coloured with green lines.

The line graph shows the expression of the HGT gene.



