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EERBEOEREISRMOK (signal amplification) =%
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3K Array-based method

Glass or Membrane support
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Arrays of cDNAs or
Oligonucleotieds

3 Chip-based method

% Stephen P.A. Fodor, Sequencing

Silica support vs.
Fluorescence

# David J. Lockhart, Gene expression
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Silica support

Arrays of Oligonucleotides
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Expressed sequence tags, ESTs
from LM.A.G.E. Consortium
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