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A new 3-D graphical representation of RNA secondary structure and its application

LIU Liwei " ,LIU Tiehui

( Dalianjiaotong university school of science ,Dalian Liaoning 116028, China)

Abstract; Recently, we propose a new 3D graphical representation of RNA secondary structures. Based on this
graph representation, we will construct the phylogenetic tree of the 9 viruses, and compare and analyze the
similarity between the RNA secondary structures. According to the final results, we clearly find that Pair AVII and
LRMYV are the most similar, In addition, the larger distance values appear in the APMV and ALMV, PDV and
AVII, indicating that these RNA secondary structure sequence has obvious difference. The results of this study are
very similar to previous published results one. At the same time , the used method is more simple and easy to identify
what we see, while the results is very reliable. Therefore, these results demonstrate the effectivity of our methed.
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Fig.3 Phylogenetic trees constructed according to
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