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Scatter plot of SEQUEST Xcorr scores vs. ACn
values for each top peptide assignment
matching to the forward (blue), or reverse
(green) human IPI protein database. Scatter plot
is for only one of the six regions analyzed and
represents visually (along with Figure 1B) the
establishment of criteria to filter the data to a
less than 0.01% false discovery rate.
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SDS-PAGE analysis of V. vulgaris larval
trophallactic fluid preserved for three weeks by
freezing, or desiccation in the presence of
protease inhibitors (P.I.) as indicated. “*”
indicated the protease inhibitors were
desiccated and stored for three weeks at 37°C
prior to sample addition. Molecular weight
markers in lane “M” are in kilodaltons. The gel
was stained with Coomassie.
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Full amino acid sequence of larval-specific very high density lipoprotein (A. mellifera).
V. vulgaris peptides from Figure 2C appear above the sequence in the boxed regions.
Sequence identities are highlighted in yellow, and sequences resulting from hand
interpretation of mass spectra are in blue.
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Low energy, high resolution MS/MS spectrum acquired in the orbitrap for the indicated peptide as a
triply-charged precursor. See Supporting Information Table 2 for theoretical and observed m/z
values for b- and y-type ions and Figure 2C for alignment of this peptide with its ortholgous
sequence in A. mellifera.



