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Appendix S2 Amino acid sequence alignment of the adenine phosphoribosyl transferase (UpAPT)
gene. The deduced amino acid sequence of U. prolifera was compared with those of Chlamydomonas
reinhardtii (CreAPT). Amino acid residues in common are highlighted and gaps are indicated by

dashes. Arrowheads indicate the putative active site deduced by CDD/SPARCLE (Marchler-Bauer et

al. 2017).



