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METHODS
Coaggregation is a specific mechanism where genetically distinct 

bacteria recognize and adhere to each other through complementary 

adhesins and polysaccharide receptors. However, it remains poorly 

understood in aquatic systems.

Understanding coaggregation is crucial because of its significant 

implications for:

This study offers an in-depth characterization of the cell surface 

properties of Delftia acidovorans isolated from drinking water. Two strains 

with different coaggregation abilities were studied (005P – coaggregating 

and 009P – non-coaggregating).

❑ Key differences in the cell surface properties, particularly in 

hydrophobicity, surface charge, and pili structure, which affect 

coaggregation. 

❑ Cryo-ET revealed pili-like adhesins in the coaggregating strain, 

concentrated in areas near other cells, suggesting their expression is 

triggered by cell-cell contact.

Coaggregating strain (005P) compared to non-coaggregating strain 

(009P):

✓Higher surface hydrophobicity (36.6 ± 0.6 mJ/m2; 29.0 ± 0.6 mJ/m2)

✓More negative surface charge (-46,8 ± 0,2 mV; -44,6 ± 0,2 mV)

✓Higher cell surface energy (125.7 mJ/m2; 118.7 mJ/m2) 

✓FTIR revealed small differences in spectral regions linked to 

carbohydrates and phosphodiesters/amide III of proteins (860-930 cm-1 

and 1212-1240 cm-1, respectively)

Ultrastructure from 3-D reconstruction of D. acidovorans 005. (A) Cryo-EM grid montage; (B) Tomogram 

slice; (C) Enlarged view of the boxed region in (B); (D) Adhesin-type pili scheme. [1]
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