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i We established individual sequence analysis systems for targeted and
non-targeted sites of genome editing, as well as the sequence search program and the Prime Editing
activity prediction system. We constructed the "DANGER analysis'" pipeline, which predicts off-target

effects and their impact on phenotypes.
To combine these achievements into a web database tool, we prepared to launch the web system on "

https://www.primeme-designer.com™ for "PrimeMe Designer."

Prime Editing RNA



Prime

Editing ( 30 ) 80%
Prime Editing
Prime Editing
3
2021
Prime Editing
Prime Editing RNF2
Prime Editing
Prime Editing PEmax epegRNA dual-pegRNA
HCT116
HCT116 MLH1
Homozygous SNP(rs63750198)
20 kb PCR
90% SNP
2022
SpCas9
Crisflash
HCT116
Prime Editing MaChlAto
Docker
Prime Editing DeepPE
MaChlAto DeepPE
Prime Editing

2023

2021 2022



RNA
DANGER analysis

Prime Editing PE4  PES5
Prime Editing ABE Base Editing
Prime Editing/Base Editing
Web
PrimeMe Designer https://www.primeme-designer.com
Prime Editing
RNA
DANGER
analysis Bioinformatics Advances
1
Web PrimeMe Designer

https://www.primeme-designer.com

Prime Editing

DANGER analysis
Web PrimeMe Designer
1 Nakamae, K., & Bono, H. (2023). DANGER analysis: risk-averse on/off-target

assessment for CRISPR editing without a reference genome. Bioinformatics Advances,
3(1), vbadll4.



2 1 0 2

Kazuki Nakamae, Mitsumasa Takenaga, Shota Nakade, Akinori Awazu, Naoaki Sakamoto, Takashi NA

Yamamoto, Tetsushi Sakuma

Detailed profiling with MaChlAto reveals various genomic and epigenomic features affecting the 2022

efficacy of knock-out, short homology-based knock-in and Prime Editing

bioRxiv NA
DOl

10.1101/2022.06.27.496697

Nakamae Kazuki Bono Hidemasa 3

DANGER analysis: risk-averse on/off-target assessment for CRISPR editing without a reference 2023

genome

Bioinformatics Advances vbadl14

Dol
10.1093/bioadv/vbadl14

Kazuki Nakamae

Computational Resources for Industrial Application of Genome Editing

JAACT2023

2023

46

2023




DANGER Analysis

2023

Kazuki Nakamae

Sequence-based parameters contributing to the efficiency and accuracy of MMEJ-assisted knock-in and Prime Editing

FASEB: The Genome Engineering Conference: Cutting-edge Research and Applications

2022

Kazuki Nakamae

Sequence-based parameters contributing to the efficiency and accuracy of MMEJ-assisted knock-in and Prime Editing

45

2022

Sequence-based parameters contributing to the efficiency of MMEJ-assisted knock-in and Prime Editing

2021




Kazuki Nakamae

Sequence-based parameters contributing to the efficiency of MMEJ-assisted knock-in and Prime Editing

CSHL meeting: GENOME ENGINEERING: CRISPR FRONTIERS

2021

MaChlAto
https://machiatopage.github.io

MaChlAto
https://github.com/KazukiNakamae/MaChlAto/

MaChlAto Docker
https://hub.docker.com/r/kazukinakamae/machiato

DANGER analysis
https://github.com/KazukiNakamae/DANGER_analysis

DANGER analysis
https://ww.hiroshima-u.ac.jp/news/79088

DANGER analysis ( )
https://ww.hiroshima-u.ac.jp/en/news/79417

PrimeMe Designer
https://ww.primeme-designer.com
PrimeMe Designer (https://www.primeme-designer.com)




