Figure S1. Mass spectrometric coverage of immunopurified bands.

Regions identified as peptides hits are colored orange and boxed. For band 1, turquoise
marks the site of the first amino acid of each exon. Yellow marks amino acids that differ
from the genome strain ME49. Pink marks a mass spec peptide annotated in ToxoDB
Genome Browser that was not identified in our peptide sequences, but was identified by
the Einstein high throughput proteomics project. The RH amino acid sequence is shown

in Band 1 and the ME49 sequence in the others.
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