
The present invention relates to methods of identifying a binding partner
of a target molecule within a plurality of analyte molecules, including a
plurality of peptides and/or proteins. The target molecule is physically
combined with a target labeling nucleic acid molecule, which includes a
specific nucleotide sequence. Where the target molecule is a
peptide/protein this specific nucleotide sequence may include a sequence
encoding the target molecule. Each member of the plurality of analyte
molecules is physically linked to an analyte labeling nucleic acid
molecule, each analyte labeling nucleic acid molecule comprising a selected
nucleotide sequence. This specific nucleotide sequence may include a
sequence encoding a peptide/protein combined therewith. The target molecule
is contacted with the analyte molecules and a complex between the target
molecule and an analyte molecule forms. The mixture is subdivided into
compartments, with each compartment comprising at most one target molecule
or one complex between the target and an analyte molecule. The target
labeling nucleic acid molecule and the analyte labeling nucleic acid
molecule are linked and the plurality of compartments allowed to
disintegrate. The linked nucleic acid molecule is retrieved and the
sequence determined. 


