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1. Nucleic acid alone (tRNA or gcDNA)
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2. PrP (121-231)
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3. PrP (121-231) + Nucleic acid

Supplementary Figure, Fig 1s. Representative CD signal for the free tRNA or gcDNA (10 uM)
with the 20 uM of moPrP (121-231). The globular domain of PrP helical structure gave two
characteristics peaks at 222 nm and 210 nm. There is no characteristic signal around 222 nm or
210 nm for the tRNA. Experiments were also performed with gcDNA. Data indicated that the
structural elements contributed from tRNA or gcDNA is not interfering with the helical structural
peaks of PrP. Previous data indicate that the secondary or tertiary structure of nucleic acids was
affected by the interacting PrP protein. However, we did not see the direct helical structural
contribution in CD spectra from nucleic acids towards PrP (121-231).



