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Repeat as desired. The number at the end of the reset command is the number
of frames over which to gradually restore the position. A gradual rather than
abrupt transition between positions may make them easier to compare.

In this case, the light blue structure (model 1, arabinanase) is better
superimposed with the others in the result from matchmaker (pos2)

¥ Alle downloads weergeven.. X

N SoftonicDownloader...exe 7 pymol-1 1eval-bin-w...zip TCB (24+).pdb

SN )





