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Extracelltlllar matrix

Proteins
I |
Collagen Elastin (4)

Fibrillar Non-fibrillar ~ FACIT
- type 1 - type IV - type IX
-type I - type VI - type XII
- type 1T - type VII - type XIV
-type V - type VIII - type XVI
- type XI - type X

- type XIII

Glycoconjugates
|
| |
Structural Proteoglycans
glycoproteins |

- Fibronectin (1)

Glycosaminoglycan
- Hyaluronan

Core proteins

- Vitronectin - Perlecan

- Laminin - Fibroglycan

- Tenascin (2) - Amphiglycan

- Entactin (Nidogen) - Glypican

- Thrombospondin - Ryudocan

- von Willebrand factor - Syndecan

- Undulin - Betaglycan

- Osteocalcin - Neurocan

- Osteonectin - Versican

- Osteopontin - Aggrecan

- Fibrillin - Decorin

- Fibulin - Biglycan

- Link protein - Thrombomodulin
- Fibromodulin

- Lumican

Glycosaminoglycans
- Heparan sulfate
- Heparin (3)
- Chondroitin 4-sulfate
- Chondroitin 6-sulfate
- Dermatan sulfate
- Keratan sulfate
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Laser

Silicon nitride tip s 1

Multi-modular  £% Piezoelectric
protein S positioner
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Wormm-Like-Chain equation
for Polymer Elasticity
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TIRF = 6> 6,

Intensity

Vertical Distance



4-quadrant
photodetector

690nm laser
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—— forward AFM trace
— return AFM trace

Force x10° (pN)
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— d =80 nm
— d =89 nm
— d_=91 nm
— d_=105 nm
— d =120 nm
— d_ =129 nm
— d_=147 nm
— d =157 nm
— d_=166 nm

d =187 nm
— d =231 nm

=T - T - N - S - TR - B - B = B = I = N ]

distance (nm)
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