Investigating the Impact of Heparan Sulfate Domain Structure on Interleukin 8 Heparan Sulfate interactions
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» Schematic showing binding of Interleukin 8 to Heparan ™ S ™ ™ T S + CIU plot of Interleukin 8 shows three unfolded species.
Sulfate | | o * The Interleukin 8 + HS-mimetics complex shows a
» Chemoenzymatically synthesized HS-mimetics similar collisional unfolding pathway, however both
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