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Abstract The Principle and method of a new
kind of Periodical

stereogram ( PRDS) was described. An example

stereogram, random- dot
of a circle of PRDS and flowchart were given.
The effect of the value of Period on depth
perception was discussed.
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Abstract D2-04 RNA was isolated magnetically

from cultured C6/36 cells. With this RNA as
template, the cDNA both 5 and 3-tumini were
by RT-PCR respectively. After
inserted into pGEM-3Z plasmid, the cDNAs

dyeprimer and dye

amplified
were sequenced by
terminator PCR sequencing strategy, and the
primary and stable secondary RNA structure
were analyzed by software on

VAX-11-780 computer.
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