B cpsf M cpsi A cDsl CDSo @ PolA TSS

I B = I *
1 | I I T T EPEP ST BPEPErarE BPErErar BPErErare Brarerere Brarars N TP

84 200 400 600 800 1000 1253

1+ TSS 84 -3.23

1+ 1 CDSf 138 - 338 22.17 138 - 338 201

1+ 2 CDSi 446 - 510 -1.03 446 - 508 63

1 + 3 CDSi 612 - 652 9.27 613 - 651 39

1 + 4 CDS1 910 - 1118 10.43 912 - 1118 207

1 + PolA 1253 -5.90

Figure S1. The gene structure of SmMFT-2 as predicted using Fgenesh gene prediction tool. CDSf
indicates the first CDS (which starts with a start codon at 138 position in this image), CDSi indicates
internal exon, CDSo indicates outer exon, and CDSI indicates the last coding sequence (which ends
with a stop codon), TSS indicates Transcription Start Site and PolA indicates poly-A tail.



