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* TaKaRa's PCR refuted products are sold under licensing arrangements with Roche Molecular Systems and F Hoffman-La Roche Ltd. and The Perkin-EImer Corporation. Purchase of this product is accompanied by a limited license to use them 
in the Polymerase Chain Reaction (PCR) process for research in conjunction with a thermal cycler whose use in the automated performance of the PCR process is covered by the up-front license fee, either by payment to Perkin-Elmer or as 
purchase, i.e,, an authorized thermal cycler. - Licensed under U.S. Patent 5,436.149 
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