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Structural analysis of the major dog allergen Can f 1 and Can f 2 by
small-angle X-ray scattering
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We measured small-angle X-ray scattering (SAXS) of major dog allergen canis familiaris allergen 1 (Can f 1),
Can f 2, and C52S-Can f 1 without an intrinsic disulfide bond to clarify their structure. The profiles of Can f 1,
Can f 2, and C52S-Can f 1 revealed that these protein had the globular shapes in solution. The radius of
gyration was estimated to be 18.9 A for Can f 1, 19.2 A for Can f2, and 21.6 A for C52S-Can f 1. These results

indicated that the intrinsic disulfide bond is important to maintain the native conformation of Can f 1.
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Fig. 1. (A) SAXS profiles of Can f 1 and C52S-Can f 1.
SAXS profiles of Can f 1 and C52S-Can f 1 are shown in
blue and red, respectively. (B) SAXS profile of Can f 2.
SAXS profile of Can f 2 is shown in green. The logarithm of
scattering intensity is shown as a function of reciprocal
vector (5).
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Table 1. Structural parameters of Can f 1, C52S-Can f 1, and
Can f2

R, (A) M.r. (Da)

Canf1 18.9 £ 0.03 1.5 x 104

Canf2 19.2 £ 0.05 2.1 x 104

C52S-Canf1 21.6 +0.64 1.9 x 10*
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