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SUPPLEMENTAL MATERIAL	
	
	
Supplementary Figure S1. Schematics for Primerize-2D enabled application of 

multidimensional chemical mapping methods. 

(A). Mutate-and-map (M2) provides rich base-pairing information by assessing which 

nucleotides are ‘released’ upon making single mutations at every other nucleotide. 

(B). Mutation-map-rescue (M2R) validates or falsifies base pairs by detecting rescue of 

the RNA structure by predicted compensatory mutations. 

 

Supplementary Figure S2. Primerize-2D workflow and example input and output 

interface.  

(A). Primerize-2D automates design of primer plates for mutate-and-map that involves 

synthesis of comprehensive single mutant library for multidimensional chemical 

mapping. 

(B). Input interface of Primerize-2D server M2R sets. Primerize takes a sense-strand DNA 

template sequence, and at least one secondary structure as input. Specific set of primers 

to use, as well as advanced options are available for customization.  

(C). Output interface of Primerize-2D server M2R sets. Primerize returns an illustration 

with sequence regions and targeted base pairs highlighted; graphic representation of 

construct primers in 96-well plate layout; and the general scheme of how primers 

assemble into the template. All results are assigned with a unique JOB_ID and are 

available for download. 

	
	



	
	
	
	
	
	
	
	 	



	


