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Itoshi NIKAIDO. TBA. RIKEN Single-Cell Workshop, 16-17 Feb. 2014, Yokohama, Japan. (Invited
Talk)

Itoshi NIKAIDO. Estimation of transcriptional activity from ChIP-Seq and transcriptome.
Computational Science in Epigenetics. 13-14 Feb. 2014. Kobe. Japan. (Invited Talk)

TR MRS O R E SR 5 RNA v — 7 o A . PDIS &bt < —. AlEEizo
72 < AARORIBEEM BN —HGEEWE L T AR ORI Z 2 % TR7c— 2015/02/04. HL. (7
G2y

RS APS - S bHIRE O AR E MR 1M - BRI TEEICRIE T S EAF O BR%E. FE
EREBIA R Y NT—7 T 07T A PR 26 FREAB T AR T T A (RN AR A X =)

Itoshi NIKAIDO. Quartz-Seq: An extremely reproducible and sensitive single-cell RNA
sequencing method. 2nd UK-JAPAN Workshop on Neural Epigenetics. “Epigenetics and
transcription in the brain: toward single cell analysis”. London UK. 15-17 December 2014 (Invited
talk)
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“[EE%% . State-of-the-art technology of single-cell transcriptome sequencing. A, ML
alb—var, ZLTH AANLEROGHAIRE. 5 87 [0l H AL P Ra. mUEl. 2014/10/15 (HifF
A )

Ttoshi NIKAIDO. The Art of Single-Cell DNA Sequencing. RIMD Seminar: Cherry-picking of
microarray and NGS data. The Research Institute for Microbial Diseases, Osaka University. Osaka.
2014/04/11 (Invited)



