Residue No

Residue No

497

282 339 386 434

234

89 141

53

497

282 339 386 434

234

89 141

53

A Xray DCM - T/R

G415-M488
L134-N475 © N479-M488

L134-Vv422

3262—V273

1230-L262 32541 262

V77-A92

A78-A92

Unique for unliganded (T)
«  Unique for ATP Bound (R)
Change of contact

K L M!!OPQ R

A C D E FG | J
9 53 89 141 234 282 339 386 434 497
B MD Simulations
K65—L52@
. A @506‘
— VA0 R es-va09 vaio-iafgy  NAIFMA08
L1345N475 Qar2-n475
3 .
5176-K3 9@1?74_400
T176-v376’ * :
= D83-K32® V177-R32 *
B R231-E310)
- L]
! L]
Inset/Zoom
% . @
oY
. %
: D)
=[O

J K L M OPQ R
9 53 89 141 234 282 339 386 434 497

< Z2 01O

A

o O T m T

>

< Z2 01O

A

T O T m T

>



