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@ 1pwm_confl_lig Molsoft icm 3.7-2c [MewProject ] (6 objects 1 table)

Setup the multiple receptors and setup
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% lpwm_confl_recl Molsoft icm 3.7-2c [NewProject ] (11 objects 1 table)
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Note you can toggle between the multiple
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=) 1pwm_confl_recl Molsoft icm 3.7-2c [NewProject *] (11 objects 1 table)
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=) 1pwm_confl_lig Molsoft icm 3.7-2c [NewProject *] (14 objects 2 tables) Best docked ligand conformation is listed

ina table ranked by Score.
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e e Toggle through each conformation and
calculate the score.
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