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Structural analysis of HGF to understand its activation mechanism
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Fig.1 Schematic representation of domain organization of HGF
before (top) and after (bottom) protease activation. Location of the
epitope for the 6 mAbs used in this study is also shown.
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Fig.2 Representative picture of K4SP protein complexed with Fv-
clasp fragment of the indicated mAbs.
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Fig.3 Overall structure of tcK4SP/t3H3 Fv-clasp complex.

Table 1 Data collection statistics

Beamline BL-1A
Wavelength (A) 1.1
Resolution (A) 46.2-2.74 (2.90-2.74)
Unit-cell
a,b,c (A) 93.1, 103.6, 78.8
a, B,y () 90.0, 96.4, 90.0
Space group 2
Reym 0.137 (1.295)
CC1/2 99.7 (74.5)
Completeness (%) 99.1 (94.7)
Redundancy 7.1(6.9)
I/o (I) 11.7 (1.3)
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