
Resume 

Erik Arner 

MSc, PhD 

 

Date of birth: July 20, 1973, Stockholm, Sweden.  

Nationality: Swedish 

Address: 

Meguro-ku, Meguro 2-1-18 

Arrendar Meguro 702 

153-0063 Japan 

Phone: +81 90 8462 5530 Email: erik.arner@riken.jp 

 

Academic history: 

2002 – 2006: PhD Student, CMB/GB, Karolinska Institutet 
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1994 – 1995, 1997 – 2000, 2004: Molecular biotechnology engineering program, Uppsala University 
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2014 – present: Senior Research Scientist, CLST, DGT, RIKEN, Yokohama 
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1. RIKEN Single Cell Project (Japan), 22 500 000 JPY awarded for 2015 – 2017 to Erik Arner  

2. KAKENHI (Japan), Grant-in-aid for Young Scientists A, 8 000 000 JPY awarded for 2011 and 2012 

to Erik Arner. 

3. Åke Wiberg’s Foundation (Sweden), 100 000 SEK (~1 360 000 JPY) awarded for 2011 to Erik 

Arner. 
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Bibliometric data past five years (Google Scholar) 

Number of publications since 2013: 33 

Number of first name publications since 2013 (including shared): 3 

Number of senior author publications since 2013 (including shared): 3 

Citations since 2013: 4933  h-index since 2013: 24 i10-index since 2013: 35 

 

Talks at international conferences: 

Human Cell Atlas Asia Meeting, Okinawa 2017; Life Science Frontiers in Health, Disease and Aging, 

Kobe 2017; Frontiers in Life Science Technologies – Decoding Health and Disease, Stockholm 2016; 

IMGC 2015, Yokohama; BMB 2014, Yokohama; New Era of Life Science Symposium 2014, Stockholm; 

Science Seminar (Applied Biosystems) 2008, Tokyo; Sequencing Expert Panel (Illumina) 2007, 

Washington D.C.; Workshop on Genomics 2005, Singapore; RECOMB Satellite 2004, Stanford; 

RECOMB Satellite 2003, Stanford; RECOMB Satellite 2002, Stanford; AGBT 2002, Marco Island 

 

Teaching: 

Epigenomics: Methods, Mechanisms and Application to Disease and Development, RIKEN – KI 2015 

Epigenomics: methods and applications to disease and development, RIKEN – KI 2013 

Functional regulation in development and disease, RIKEN – KI 2012 

Omics Informatics, Tokyo Medical and Dental University 2011 

Bioinformatics for Cell Biologists, Karolinska Institute 2011 

Omics Informatics, Tokyo Medical and Dental University 2010 

Functional Architecture of the Cell Nucleus, RIKEN – KI 2010 

Omics Informatics, Tokyo Medical and Dental University 2009   

Bioinformatics for Cell Biologists, Karolinska Institute 2009  

Bioinformatics for Cell Biologists, Karolinska Institute 2008 

Introduction to Bioinformatics, Karolinska Institute 2004 

Scientific Computing, Uppsala University 2002 

Scientific Computing, Uppsala University 2001:1 

Scientific Computing, Uppsala University 2001:2 

Neural Networks and Complex Adaptive Systems, Uppsala University 2000 

 

Programming and computer skills: C++, Perl, MySQL, Berkeley DB, Unix, R, Matlab 

Languages: Swedish (fluent), English (fluent), Japanese (Intermediate), German (Intermediate), 

Spanish (Basic) 

 

Software: 

DNPTrapper: http://dnptrapper.sourceforge.net 

NGSView: http://ngsview.sourceforge.net 
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