Table S13. Average rmsd values calculated from fitting each DNA structure in the complexes from group –SubSetMultiProteins:DNA and –SingleSameProtein:DNA to a corresponding canonical A-DNA and B-DNA. 
	Dataset of complexes
	Average rmsd (± SE) 

from A-DNA
	Average rmsd (± SE) from  B-DNA

	Group-SubSetMultiProteins:DNA
	8.47±0.3
	4.84±0.5

	Group-SingleSameProtein:DNA
	6.66±0.6 (p=0.003)
	2.87±0.4 (p=0.004)


p-values are calculated in comparison with Group-SubSetMultiProteins:DNA and obtained using the one-tailed Student’s t-test

