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Processive myosin motor
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Myosin V and Myosin VI
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Results of X-ray scattering

p(r)

sample Rg (R) Dmax (A) MW (kDa)
MII-S1 no nucleotide 47.8+0.05 160 130
+ATP 45.6+0.04 150
no nucleotide 48.6+0.26 160 130+7
MV-S11Q2 |+ATP 46.8+0.20 145
+ADP 47.5+£0.46
no nucleotide 48.8+0.06 175 144+18
MVI-S1 +ATP 51.7£0.09 185
+ADP 47.2+£0.01
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Comparison to crystal structures

MVI-S1 / 2BKI




Nucleotide analogues

52

A MV-S1IQ2 ! !
50 /
/X’

3
o O 8 o = -
& 0 M
46 B O nonuclectide @ +ATP _ l T
» | é, o | S M.ATP  :S1.AMPPNP
0 2 4 6 g LT |
B e . | I\il.,?DP.Pl :S1.ADP.Vi or AlF,
52k o — [T & .
& A M.ADP
< S0 i 1
&  48f o, OX o M
46 — X O no nucleotide ® +ATP
X +ADP A +ADP.AlIF,
44 i O +AMPPNP
0 2 4 6 8

conc (mg/ml)




Nucleotide-dependent conformational changes

MII-S1 MV-S1 MVI-S1
M 47.8 48.6 48.8
L1 L1 L1 L1
M.ATP 48.4 46.3
L1 L1 L1 L1
M.ADP.Pi 45.6 46.8
L1 L1 L1 L1
M.ADP 46.7 47.5 47.2
L1 L1 L1 L1
M 47.8 48.6 48.8




Conclusion
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