[PB]-3pm-89 BAILES B1055FES (2025)

NTF FOBERRKICET HIRAT—INSHELONEERDER
& D FRLBRF DR 7 AU =F%E S TR

(R R FIRST 2 #hFREPeE 2) OSFRRZ - /b 2 1 &R 2 - iRl
e FERRSE T FOREAE T

Prediction of cytotoxic peptide sequences using principal component scores and
molecular descriptors (' Graduate School of Frontiers of Innovative Research in Science and
Technology Konan University, 2Graduate School of Medicine, Kobe University, 3Department
of Intelligence and Informatics, Konan University) OTaisei Terao', Moe Kobayashi', Akira
Takekawa?. Tomohiro Umetani?, Fumihiro Kayamori', Kenji Usui!

Effective peptide designing studies using phage display or artificial intelligence (Al) have
been actively studied. However, it is difficult to design sequences with amino acids or
functional groups that do not include those in the training data. In this study, we attempted to
design sequences by analyzing measured data on the fibril formation of selected short peptides
using statistical analysis and molecular descriptors. As a result, we succeeded in designing
sequences with an artificial functional group applicable to cell culture substrates.
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