
Supplemental Figure 3. Structural characterization of recombinant SIgA.
(A) Summary of the biophysical characteristics of CAA1 mAb in the SIgA1, SIgA2, and dIgA2
formats. Various measurements included conformational stability by intrinsic fluorescence
spectroscopy vs temperature, relative solubility by PEG precipitation assay, size analysis by SV-AUC
and glycosylation by total carbohydrate analysis and N-glycan oligosaccharide analysis. Sample
measurements were performed in PBS, pH 7.2 with mean (n=2 except Tm values and N-linked
glycan analysis n=3)  range. (B) Representative size exclusion chromatograms. Absorbance traces
(214 nm) of the various CAA1 mAbs as a function of retention time of SEC column are shown. Gel
filtration standards are shown for comparison. (C) Representative N-Glycosylation analysis of CAA1
SIgA1, SIgA2, and dIgA2 mAbs. Representative profiles of Fluor-MS N-linked glycans that were
released from mAbs as measured by fluorescence and mass spectrometry as indicated. All data are
presented as mean ± SD; n = 3. A summary of the percentage of the N-glycans for each mAb is
indicated in the table. The percentages are the mean of three measurements and the standard
deviation of each measurement was ≤1.5%. (D) Denaturing non-reducing gel of CAA1 SIgA1 and
SIgA2 incubated over-night (18 hours) with PBS or with rIgA protease (IgAse Pro-Pro-Y-Pro) from
Neisseria gonorrhoeae. (1: SIgA1 + PBS; 2: SIgA2 + PBS; 3: SIgA1+Igase; 4: SIgA2+Igase).
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