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Protein Data Bank (PDB)

Database for 3D Structures of Biological Macromolecules
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C-terminal

< HIPIP  High-potential iron-sulfur protein

N-terminal :
e Light energy
D \
H+
(Redox potential 300 mV)
<
o
<
Cyt bc, complex H+  RC LH-1& LH-II

RC @2.2 (BL-6A, PF) T.Nogi et al., Proc. Natl. Acad. Sci. USA, 97,13561-13566 (2000).

HiPIP | @1.5 (BL-6A, PF) T.Nogi et al., Proc. Natl. Acad. Sci. USA, 97,13561-13566 (2000).

@0.8 (BL40B2) L. Liuetal., Acta Crystallogr., D58, 1085-1091 (2002).
@0.72 (BL41XU) K. Takeda et al., J. Struct. Biol., 169, 135-144 (2011).



HiPIP 0.48 A

Beamline:  BL41XU at SPring-8
Detector: MX225HE detector (Rayonix)
Wavelength: 0.40 A (31 keV)
Temperature: 100 K (N,) or 40 K (He)

Reduced form of HIPIP



Waters

Blue: 2Fo-Fc contour 1.5 ¢ (1.3 eA3)
Light blue: Fo-Fc calculated by omitting hydrogen atoms
contour 3.0c (Arg28, Trp74), 2.5¢ (Waters)

Trp74
Blue: 2Fo-Fc contour 0.8 5 (0.7 eA3)




Fe and S atoms of the [Fe,S,] cluster
(Contour interval 0.1 eA-3, blue +, red -)

Tfp74 side chain
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[3-lactamase TOHO-1 Porcine pancreatic ADP-ribose pyrophosphatase Anti freeze protein
1.5A elastase (pD7.0) 2.1A (nfeAFP6, H,0)
1.9A 2.4R

Trypsin + BPTI Ribonuclease A
2.15A, 3007 1.7R, 3A1R

g
Photo active Porcine pancreatic HIV-1 protease + Inhibitor Deoxyhemoglobin Metmyoglobin Dissimilatory sulfite
yellow protein elastase + Inhibitor 1.9A 2ZYE 2.1A, 2DXM 1.5A 1L2K reductase D
154, 270l (pD5.5) 2.4A.1WQ2
1.65A, 3HGN

Human lysozyme 2Zn insulin Cubic insulin Cubic insulin Rubredoxin Rubredoxin
1.8A, 2zwB 2.1A, 3FHP (pD6.6) (pD9) (Wild) (Mutant)
2.7R, 2EFA 2.5A, 2zPP 1.5A,1vCX 1.6A,11U6



HIV-

Asp(2), Glu(1)
Asp(4)
Asp(1), Glu(4)
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J-PARC
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J-PARC
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