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We extensively used the 3D structural information of the N-terminal domains which
were isolated from the other part of AAA-ATPases (Class I and II). We succeeded in
determining the tubulin binding site on Katanin p60 N-terminal domain.
Subsequently we found a novel Ca2*-dependent regulatory mechanism of Katanin’s
ATPase activity. For NVL2, the solution structure as well as binding target of
N-terminal domain were determined. We thus proposed two hypothesis, one is for the

molecular mechanisms on microtubule severing, and another is for the cellular
function of NVL2.
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List of protein candidates identified from mass spectrometr

Protein Molecular Score
weight (kDa)

Ribosomal protein L7 20.7 113

Nucleolin 76.6 86

Leucine rich repeat 345 83
containing 59

Heterogeneous nuclear 336 80
ribonucleoprotein C

Progesterone receptor 23.8 78
membrane component 2

Proteasome subunit 26.4 75

o type, 5

Heterogeneous nuclear 304 70
ribonucleoprotein D

Heterogeneous nuclear 37.0 68
ribonucleoprotein A

Proteasome subunit 279 63

o type. 7

Prohibitin 236 62

Vimentin 20.0 62
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