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Whole genome sequence of SARS-CoV-2 (29.9 kb, +strand RNA virus)

PLOS ONE
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Disentangling primer interactions improves SARS-CoV-2
genome sequencing by multiplex tiling PCR

Kentaro Itokawa [E], Tsuyoshi Sekizuka, Masanori Hashino, Rina Tanaka, Makoto Kuroda

Published: September 18, 2020 « https://doi.org/10.1371/journal.pone.0239403
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RESEARCH ARTICLE

Haplotype networks of SARS-CoV-2

infections in the Diamond Princess cruise ship

outbreak

Tsuyoshi Sekizuka, Kentaro Itokawa, Tsutomu Kageyama, Shinji Saito, Ikuyo Takayama,
Hideki Asanuma, Naganori Nao, Rina Tanaka, Masanori Hashino,
Kensaku Kakimoto, Motoi Suzuki, Hideki Hasegawa,

Hajime Kamiya,
Takaji Wakita, and Makoto Kuroda

Takuya Yamagishi,

Takuri Takahashi,

PNAS August 18, 2020 117 (33) 20198-20201; first published July 28, 2020 https://doi.org/10.1073/pnas.2006824117
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SARS-CoV-2 Genome Analysis of
Japanese Travelers in Nile River
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A Genome Epidemiological Study of SARS-CoV-2 Introduction
into Japan

Tsuyoshi Sekizuka,® Kentaro Itokawa,® Masanori Hashino,® Tetsuro Kawano-Sugaya,® Rina Tanaka,® Koji Yatsu,?
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