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nmet hod for identifying a target nucleic acid bound by an analyte in a
sanpl e conprising: a) contacting said sanple with a first probe conprising
a first nucleic acid and a first analyte 5 binding domain and a second
probe conprising a second nucleic ag&p and second anal yte bi ndi ng donai n,
wherein said first and second probes’‘are capable of binding to said

anal yte, such that said first and second nucleic acid are in spati al
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nucleic acid is bound by said angi%gﬁv% Tsaid sanpl e; b) incubating said
sanple with a |igase capabl e of 14 g said conplex to forma |igated

t ar gep ansE FfiiderdiGiife heataliRlci€dciabphid by Afarsbyite if /50@ile boepaiiag:agi d
tenplate if present in said sanple, and_d) detecting the presence or
abs eneantastting rraishgsinile @dth & Ogetproheceenprisieg o g mpclpiceacid ppg g fgest gnalyte
5  binding domain and a second probe comprising a second nucleic acid and second analyte
binding domain, wherein said first and second probes are capable of binding to said analyte,
such that said first and second nucleic acid are in spatial proximity to form a complex with
said target nucleic acid if said target nucleic acid is bound by said analyte in said sample; b)
incubating said sample with a ligase capable of ligating said complex to form a ligated target

10 nucleic acid iemplate; ¢) amplifying said target nucleic acid template if present in said

sample, and d) detecting the presence or absence of an amplified target nucleic acid template.

(Figure 1)



