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Underline bold = secretion signal peptide
Dotted underline bold = non-repetitive termini conserved amongst known caddisworm H-fibroin sequences.
R and K = trypsin digest sites
Yellow highlight = tryptic peptides from non-repetitive sequence regions. The first residue after the N-terminal cleavage site is included in the highlighted region.  Many of the highlighted regions comprise adjacent or overlapping tryptic peptides.
Green highlight = tryptic peptides from repetitive sequence regions. The first residue after the N-terminal cleavage site is included in the highlighted region.  Many of the highlighted regions comprise adjacent or overlapping tryptic peptides.
S = phosphorylated serines in non-repeating sequence.  Phosphorylated serines in the repetitive region are not indicated, and instead are shown in figure 6.
* = stop codon
