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TbLysoPLA | TbgLysoPLA | TevLysoPLA | TcoLysoPLA | TviLysoPLA | TcrLysoPLA | LmLysoPLA
TbLysoPLA 100
TbgLysoPLA 99.64 100
TevLysoPLA 99.64 99.64 100
TcolLysoPLA 70.61 70.61 70.61 100
TviLysoPLA 52.17 52.17 52.17 51.19 100
TcrLysoPLA 62.86 62.50 62.50 63.44 54.33 100
LmLysoPLA 53.82 53.82 53.82 53.28 43.60 57.61 100
Table S1
TbLysoPLA TbPLA1a TcrPLA1 LbrPLA
TblysoPLA 100
TbPLA1a 16.06 100
TerPLA 16.29 20.83 100
LbrPLA 18.27 17.25 37.50 100
Table S2
Name Sequence Purpose
PLA1bpGEXfw AGCTCGAGATGTTTGGCACGCCGGTTGAGAAT
PLA1bpGEXfw AGGCGGCCGCTTACGATTTCGATGAAGGTCCGGG Heterologous expression in
PLA1bMDfw TGCCGGATTCGCGCAAGGTGC E.coli
PLA1bMDrev GCACCTTGCGCGAATCCGGCA
PLA1bRNAisens5p GCAAGCTTATGTTTGGCACGCCGGTTGA
PLA1bRNAisens3p GCCTCGAGTACTCCATTCCCTGAGCTCA Interference RNA

PLA1bRNAiantisens5p
PLA1bRNAiantisens3p

GCAAGCTTGAACTCGAGAGACTTTTGAGGTAATTGGC
GCTCTAGAATGTTTGGCACGCCGGTTGA

PLA1b5UTRfw GTTGTGCCATGGGTGTCCATTAACTCAACTAT

PLA1b5UTRrev CAACCGGAATTCCAAACATTCTAGACAACTTTCAGTGAGGTTTCGTAAATG Knock-out
PLA1b3UTRfw CCTTCATCTAGATCGTAACTCGAGTGGAGTTGTAAGAAAGAGAGGTGAATG

PLA1b3UTRrev AACGGCGCCTTATAATGCAAACGTGTTTTGGTGCTTGCTCCTACGGC

PLA1bTyNterfw GCAAGCTTATGGAGGTCCATACTAACCAAGATCCACTTGACGCCTTTGGCACGCCGGTTGAGAAT

PLA1bTyNterrev GCCTCGAGTTACGATTTCGATGAAGGTCCGGG Expression in Trypanosomes
PLA1bnoSKSrev GCCTCGAGTTATGAAGGTCCGGGGAGGACTTGCT

PLA1bSKLrev GCCTCGAGTTACAATTTCGATGAAGGTC

In bold: restriction sites for cloning
Underlined: sequence TY tag
Italic: change to create a mutation
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