Additional file 6. Sequence alignments for the annotated Nematode-Specific Peptide family, group F (NSPF) orthologs in 11
Caenorhabditis species. Gene identifiers are comprised of the species code, scaffold or chromosome and the first three digits of the
sequence position. If the gene was previously annotated, the species code and gene ID number are given. The transcript number is
given for C. sp. 33. The predicted signal cleavage site is between residues 20 and 21.
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