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SEQ IDNO. 100 linked to any ofSEQ IDNOS. 75-84 or 94-98; SEQ ID NO. 101

linked to either SEQ ill NO. 74 of SEQ ID NO. 93; or SEQ ID NO. 102 linked to:

SEQ IDNO. 74 or SEQ IDNO. 93; or any of SEQ IDNOS. 72,103, 73, or 63-71

AnyofSEQIDNOS.104-108

SEQ ID NO. 99.
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49. A method of assembling multimeric TBAs in vivo or in situ which comprises

introducing component TBAs into a cell utilizing a covalently or non-covalently attached protein or

bi-Iayer vesicle or by introducing nucleic acids encoding component TBAs into a cell, said

component TBAs each comprising a DNA recognitjon unit, assembly sequences, asymmetry

sequences, nuclear localization signal sequences, and optional linker sequences, such that upon

proximal binding via the DNA recognition unit of each component TBA to nucleic acid sequences

encountered in the nucleus or elsewhere in the cell, component expressed TBAs assemble via said

assembly and asymmetry sequences into multimeric TBAs.

50. A method for identifying nucleic acid binding molecules for preparation of a target

binding assembly or a booster binding assembly comprising:

a. Obtaining a sample containing the target nucleic acid;

b. Fragmenting the sample so as to expose the nucleic acids and to reduce the size

complexity of the nucleic acids contained in the sample;

c. Contacting a first aliquot of the fragmented nucleic acids with a control buffer

medium and contacting a second aliquot of the fragmented nucleic acids with the

control buffer medium containing a known profile of nucleic acid binding

molecules;

d. Analyzing the two aliquots to identify fragments which have altered behavior in the

aliquot contacted with the target binding molecules as opposed to the aliquot

contacted with the control buffer medium;

e. Identifying and isolating fragments which do exhibit altered behavior when

contacted with the nucleic acid binding molecule and either sequencing the nucleic'

acid fragment to determine whether known nucleic acid binding molecule motifs are

present, or directly identifying the nucleic acid binding molecule bound to the

nucleic acid; and
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synthesizing TBAs comprising the nucleic acid binding molecules which produced

the altered behavior using assembly, asymmetry nuclear localization and,

optionally, linker sequences.
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b.

c.

51. A method for identifying specific nucleic acid sequences in a sample

Fragmenting the nucleic acids in said sample to expose the nucleic acids and reduce

the size complexity of the nucleic acids;

Contacting a TBA with the sample, said TBA comprising two or more nucleic acid

binding components each·ofwhich has a relatively weak binding for its nucleic acid

recognition unit within the TBR but which in combination provides strong binding

for the complete TBR; and

Eliminating any "cross-talk" produced .by binding of the TBA to cousin nucleic

acids that contain individual recognition units, which comprises contacting the

sample with excess nucleic acid binding components with relatively strong binding

affinity for cousin nucleic acids that contain the individual recognition units but

relatively weak binding relative to the TBA's affinity for binding to the complete

TBR having said two or more nucleic acid binding components.




