S1 Fig

TgPcr2 sequence and predicted structure

MWSLLGFSEESPPEESQDATAASPPTPSHQDVPASPSATEGKEVAGVASS
51 ASPETMADAPSDSPPATPTSGGGFWSFWGASTPAEAEPAATTPVSSTAAA
101 VETPDSG I SETPGPSGVSSSAAESGGDEKQKKKKKKESGKGGEAVAEKKK
151 KKKESEKGGEMVAEKKKGESEEMSSKLVSGSDVEAFRARLEQ I'ELQKKAK
201 EEAKVKRKEDEKKQKEEKREQRGREREEREKKKQEKEAARIAELKRLEEE
251 LKRTQELAEELEKQNEERKNKRKGDRGESSSRGSSSSPSSGRSRREASEE
301 RRKAREEREKRRREEQAGLEELLEATERELTETARSLQES IDRQREEREE
351 LERRRQAQVKREME | RQALAEEATRALEAQQQAARAAAAPAPPGASKGQPP
401 APSLVSPADVKARNEMVALLKRDGGPSLPPPELEQRRLAEPARGETSGAK
451 AEDRQAPELSRKGAAAPTAGRVLAETEVTEGDESMLRPFLAKRGDSVGDE
501 YQEAQYTQQHV | FRGPAFRAFHELVNATKE INHLKEQVEAASRDEEEITT
551 LRERLQTLLDKETKNSESHLERACA IRQALNSISIVFRAAQRRLKTLFFT
601 KENAAAGAAMPRAVGTSAALRA | LGGDSKVTREGVGLLREVVLRHLRQAW
651 NQWTRYVKPRDAPPGRGAGTG | GTLEDEKATAAIMALREVEDEAEALKKY
701 NEEEKRKLAEVASRLERWRRQLVAAHDAV IHLRENETKRCKSGVREKERG
751 DRRRPRTSSTLDSAEDDAQAPDVETRLNALVHTEMHRLGLRFENPRAGFG
801 GDSTPHLETRNRDPFRRIPRSFEQTENIGHLRLLHGDANGSFPEDRLSSFL
851 ESRTSDNGSVRSARGRGVRRRRSLDENGNKALSGTESDTSSVSES I SSGR
901 SSSTSSEGSGALSSSEKRRASSRMSGENPSRRNNTVDEGGRRKKNFDKAC
951 EDAE I THDLAPATRGQPSKSGDQASSQVSVVKGTLPASRIVKTRPKPPPP

1001 PGASEPATFGGGQQRKLQPASGTETSQDDLESAPSTRSSCSGKGPKGTGA

1051 PTGSTV | YADAHHTQASAKAKNAVQAKVKMERDRQRTAT | VVGAGPP I LA

1101 PKSLVNGPKSGPKPKQ

Alphafold prediction of
TgPcr2 structure

S$1 Fig. Pcr2 sequence and Alphafold prediction of Pcr2 structure. Residues predicted to form
alpha-helices (pLDDT>70) are highlighted in green.



