CORRECTION

Genomic Analyses Reveal Mutational Signatures
and Frequently Altered Genes
in Esophageal Squamous Cell Carcinoma

Ling Zhang, Yong Zhou, Caixia Cheng, Heyang Cui, Le Cheng, Pengzhou Kong, Jiagian Wang, Yin Lj,
Wenliang Chen, Bin Song, Fang Wang, Zhiwu Jia, Lin Li, Yaoping Li, Bin Yang, Jing Liu, Ruyi Shi,
Yanghui Bi, Yanyan Zhang, Juan Wang, Zhenxiang Zhao, Xiaoling Hu, Jie Yang, Hongyi Li, Zhibo Gao,
Gang Chen, Xuanlin Huang, Xukui Yang, Shengqing Wan, Chao Chen, Bin Li, Yongkai Tan,
Longyun Chen, Minghui He, Sha Xie, Xiangchun Li, Xuehan Zhuang, Mengyao Wang, Zhi Xia,
Longhai Luo, Jie Ma, Bing Dong, Jiuzhou Zhao, Yongmei Song, Yunwei Ou, Enming Li, Liyan Xu,
Jinfen Wang, Yanfeng Xi, Guodong Li, Enwei Xu, Jianfang Liang, Xiaofeng Yang, Jiansheng Guo,
Xing Chen, Yanbo Zhang, Qingshan Li, Lixin Liu, Yingrui Li, Xiuging Zhang, Huanming Yang,
Dongxin Lin, Xiaolong Cheng, Yongjun Guo, Jun Wang, Qimin Zhan,* and Yongping Cui*

(The American Journal of Human Genetics 96, 597-611; April 2, 2015)

In the originally published version of this article, Figure 5C mistakenly included the image of KYSE150 instead of
KYSE140. Here we have included the correct image for ZNF750-si KYSE140 cells in Figure SC. The authors regret the error.
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Figure 5C. ZNF750 Acts as a Tumor Suppressor in ESCC

Endogenous ZNF750 was stably knocked down in KYSE150 and KYSE140 cells and then forced to encode FLAG-tagged wild-type ZNF750
(ZNF750-WT) or the p.Ser70* (ZNF750-S70X) or p.Trp207* (ZNF750-W207X) variant. Cell proliferation was monitored by colony-forma-
tion assay. SCR indicates scramble control. The data represent the mean + SD; three independent experiments were performed in trip-
licate. Data were statistically analyzed with a two-sided t test. **p < 0.01, *p < 0.05.
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