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 Abstract 

Results are here presented about the analysis of an improved version of an innovative kind of self-assembling protein 

microarray, the SNAP-NAPPA (Nucleic Acid Programmable Protein Array). For the first time NAPPA arrays have been 

expressed with a SNAP tag and expressed in an E. coli coupled cell-free expression system (1). The goal of our research is 

to develop a standardized nanotechnological procedure for Clinical and Basic Applications (2) able to analyze the protein-

protein interactions occurred on SNAP-NAPPA array in a label free manner. For this aim we analyzed SNAP NAPPAs by 

two Matrix Assisted Laser Desorption Ionization Time-of-Flight (MALDI TOF), namely a Voyager and an Ultraflex 

Bruker, and Liquid Chromatography-Electrospray Ionization (LC-ESI-MS) Mass Spectrometry (3,4) and the results have 

been analyzed with the aid of a complex package of  in house made software (5). A fluorescence analysis of SNAP NAPPA 

has been contemporarily performed, to fully characterize this new SNAP-NAPPA array. 
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