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Key points :

— (CDsL (CDs antigen -like) is a secreted glycoprotein that belongs
to the SRCR (scavenger receptor cysteine rich) that regulate

leukocyte function. Mechanism 573:33%':'3433—*%/

Endothelial Cells
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The over expression of CDsL leads to atherosclerosis. & ) > <gf""‘<
_. Antagonist is developed to reduce the atherosclerotic plaque formation. . smooth —— 5/ %/
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- MALLFSLILA ICTRPGFLAS PSGVRLVGGOGL HRCEGRVEVE QKGQWGSGTVECD

59- DGWDIKDVAY LCRELGCGAA SGTPSGILYE PPAEKEQKVL !DSVG
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Fig 3 Active site prediction
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Fig 6 structure of predicted leads
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