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In response to the feeding, hematophagous mosquitoes secrete the peritrophic 
matrix (PM) that covers the alimentary bolus and separates it from the epithelium. 
The Aedes aegypti peritrophic matrix protein (AeIMUC1) is formed by: a signal 
peptide, three chitin-binding domains and a mucin-like domain. Previous studies 
suggested that recombinant AeIMUC1 play important role in heme detoxification 
during blood digestion. The objective of this work is to study the chitin-binding 
domain (rQBD1) of the AeIMUC1 by NMR. rQBD1 was expressed, purified and 
characterized by mass spectrometry, circular dichroism (CD) and nuclear 
magnetic resonance (NMR). By mass spectrometry we confirmed a compatible 
molecular weight, although this protein presents anomalous migration in SDS-
PAGE, corresponding to a dimer. The CD spectrum showed a negative peak in 
205 nm and its NMR spectrum showed good chemical shift dispersion and sharp 
lines compatible with a folded protein. The current data are promising and show 
the feasibility to determine the structure of rQBD1 for NMR. We are now labeling 
the protein with 15N for further NMR experiments. 
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