Structural states of myosin motors characterized at high resolution.

Myosin PDB code Laboratory (ref)

P —rigor Near-rigor n

Ck Myosin II 2MYS Rayment (1)

Dd Myosin II 1MMD, 1FMW Rayment (2,3)

Sc Myosin II 1SR6, 1S5G Cohen (4)

Myosin V 1W7J Houdusse (5)

Pre-powerstrok ransition- 1

Dd Myosin II 1VOM Rayment  (6)

Sm Myosin II 1BR1, 1BR2 Cohen (7)

Sc Myosin II 1QVI Cohen (8)

Dd Myosin I myoE 1LKX Kull (9)

Rigor-like state:

N.F. Myosin V 10E9 Houdusse (10)
1Ww8J Houdusse (5)

ADP-weak:

M5 +soaked ADP 1W71 Houdusse (5)

Detached:

Sc Myosin II 1B7T, 1KWO, 1KK8 Cohen (11,12)

Nucleotide-free myosin:

Dd Myosin II 105G Manstein (13)
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