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Figure S1: Alignment of the protein sequences of TOhALPH1, TbALPH2 and TbALPH3

For Tb927.6.640 (ALPH1), only the catalytic domain is shown, Tb927.4.4330 (ALPHZ2) and Tb927.8.8040 (ALPH3)
are shown in full length. The three signature motivs that are characteristic for all PPPs are framed. The GDXXGRD
motif that is modified in a way that is characteristic for Alphs is shown in blue text, with the changes marked in red.
The three Alphs are likely products of a recent gene duplication, as they are more similar to each other than to
Alphs of non-Kinetoplastida. A structure is available for ALPH3 (PDB ID: 2QJC) (Almo et al., 2007).
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