FILE:  flparpdnamin.pdb
Flexible Protein Regions in Protein Segment:  (These worked before.)
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	202-224

	3
	350,38
	350-387

	4
	487,42
	487-528

	5
	640,25
	640-664


Align on protein region 6-201(to avoid protein moving away from DNA during configuration generation, i.e., protein contacts DNA near N-terminus).  
[image: image1.png]PR, TNAL', ‘DA2']

lrunber: of pairs’= 3

lpair = [L'PARP’, ‘DNAL'], ['PARP', 'DNA2'D, ['DWAL’, 'DNG2'1]
basisindex = [[0, 1], [0, 21, [1,"21]

lbasisall = [['nane A", “rane 05'41, [ 'ane CA', "nane 05'"], ["nane 05
lbasisal l[0][0] = nane A

‘nane 05'*1]

leutoff = 3.0
lrunber: of overlap = 0
leutoff = 3.0
lrunber: of overlap = 1
leutoff = 3.0

lrunber. of overlap = 0
[total overlap for a cutoff of 3.0 angstroms is 1
lpair distances < cut == 3,0 angstrons betueen segnents have been found
[these distances will be ignorned in overlap check
interpairs = [[1, [[7, 10]1]]
Inpairs = 1
[Exception in Tkinter callback
[Traceback (nost recent call Last):
File "/usr/local/1ib/und/scripts/puthondTkinter,py", line 1340, in __call__
return apply(self furc, args)
File "/usr/local /bin/sassiequi graphical _conplex_generate.py”, line 89, in run_progran
rier_dihedral dihedralgenerate{uariables, pseguariables, txtutput)
Pl s Lol /i sssste/stmlste/roten/complex/mer_tthedral ", Line 318, in dthedalseerate
val=linli
IndexError: list index out of range





