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Fatty acid-binding protein : FABP FABP5 Gene Expression

+ 14-15 kDa intracellular low molecular protein.

Upper chamber

« FABPs are involved in the uptake and transport of fatty acids.

+ FABPs family share a remarkably similar three-dimensional N !
structure comprised of a helix-turn-helix and ten B-sheets that 250 Bottom chamber
form a ligand binding pocket. 8308 ECM : extracellular
+ Human FABPs form a group of H E matrix
nine distinct protein types ﬁ é 02

(FABP1-9).
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