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Genome Research 28: 285–294 (2018)

Corrigendum: 3′ UTR lengthening as a novel mechanism in regulating cellular senescence
Meng Chen, Guoliang Lyu, Miao Han, Hongbo Nie, Ting Shen, Wei Chen, Yichi Niu, Yifan Song, Xueping Li,
Huan Li, Xinyu Chen, Ziyue Wang, Zheng Xia, Wei Li, Xiao-Li Tian, Chen Ding, Jun Gu, Yufang Zheng,
Xinhua Liu, Jinfeng Hu, Gang Wei, Wei Tao, and Ting Ni

The authors would like to correct Figure 3, panel J, in which the rightmost upper image of SA-β-gal stained
293T cells following short hairpin RNA (shRNA)-mediated knockdown of RRAS2 with sh769 (RRAS2-KD-
sh769) was inadvertently, and due to a labeling error, taken from the same original source image presented
in themiddle upper panel, which shows increased SA-β-gal activity following RRAS2 knockdown by a different
shRNA (sh646). This correction does not affect any of the conclusions of the article. The corrected image
representative of RRAS2-KD-sh769 is provided below, and Figure 3 has been updated in the article online.

The authors thankNing Yuan Lee for bringing this error to their attention and apologize for any confusion this
may have caused.

Additionally, the authors have provided a revised Supplemental Figure S7 file in which the redundant succes-
sive Supplemental figure files have been removed. This can be found in the Revised Supplemental Material
online.

doi: 10.1101/gr.270165.120

Figure 3. Panel J, rightmost upper image.
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Corrigendum: Functional annotation of human long noncoding RNAs via molecular
phenotyping
Jordan A. Ramilowski, Chi Wai Yip, Saumya Agrawal, Jen-Chien Chang, Yari Ciani, Ivan V. Kulakovskiy,
Mickaël Mendez, Jasmine Li Ching Ooi, John F. Ouyang, Nick Parkinson, Andreas Petri, Leonie Roos,
Jessica Severin, Kayoko Yasuzawa, Imad Abugessaisa, Altuna Akalin, Ivan V. Antonov, Erik Arner,
Alessandro Bonetti, Hidemasa Bono, Beatrice Borsari, Frank Brombacher, Christopher J.F. Cameron, Carlo
Vittorio Cannistraci, Ryan Cardenas, Melissa Cardon, Howard Chang, Josée Dostie, Luca Ducoli,
Alexander Favorov, Alexandre Fort, Diego Garrido, Noa Gil, Juliette Gimenez, Reto Guler, Lusy Handoko,
Jayson Harshbarger, Akira Hasegawa, Yuki Hasegawa, Kosuke Hashimoto, Norihito Hayatsu, Peter Heutink,
Tetsuro Hirose, Eddie L. Imada, Masayoshi Itoh, Bogumil Kaczkowski, Aditi Kanhere, Emily Kawabata,
Hideya Kawaji, Tsugumi Kawashima, S. Thomas Kelly, Miki Kojima, Naoto Kondo, Haruhiko Koseki,
Tsukasa Kouno, Anton Kratz, Mariola Kurowska-Stolarska, Andrew Tae Jun Kwon, Jeffrey Leek,
Andreas Lennartsson, Marina Lizio, Fernando López-Redondo, Joachim Luginbühl, Shiori Maeda, Vsevolod
J. Makeev, Luigi Marchionni, Yulia A. Medvedeva, Aki Minoda, Ferenc Müller, Manuel Muñoz-Aguirre,
Mitsuyoshi Murata, Hiromi Nishiyori, Kazuhiro R. Nitta, Shuhei Noguchi, Yukihiko Noro, Ramil Nurtdinov,
Yasushi Okazaki, Valerio Orlando, Denis Paquette, Callum J.C. Parr, Owen J.L. Rackham, Patrizia Rizzu,
Diego Fernando Sánchez Martinez, Albin Sandelin, Pillay Sanjana, Colin A.M. Semple, Youtaro Shibayama,
Divya M. Sivaraman, Takahiro Suzuki, Suzannah C. Szumowski, Michihira Tagami, Martin S. Taylor,
Chikashi Terao, Malte Thodberg, Supat Thongjuea, Vidisha Tripathi, Igor Ulitsky, Roberto Verardo, Ilya
E. Vorontsov, Chinatsu Yamamoto, Robert S. Young, J. Kenneth Baillie, Alistair R.R. Forrest, Roderic Guigó,
Michael M. Hoffman, Chung Chau Hon, Takeya Kasukawa, Sakari Kauppinen, Juha Kere, Boris Lenhard,
Claudio Schneider, Harukazu Suzuki, Ken Yagi, Michiel J.L. de Hoon, Jay W. Shin, and Piero Carninci

The authors would like to correct the misspelling of an author’s name and the inadvertent omission of two
affiliations for that author, which are as follows: Christopher J.F. Cameron, Department of Biochemistry,
Rosalind and Morris Goodman Cancer Research Center, McGill University, Montréal, Québec H3G 1Y6,
Canada and Department of Molecular Biophysics and Biochemistry, Yale University, New Haven,
Connecticut 06510, USA.

These updates are reflected in the revised manuscript online.

doi: 10.1101/gr.270330.120
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