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Correction: Network regression analysis ke

in transcriptome-wide association studies

Xiuyuan Jin'?, Liye Zhang'?, Jiadong Ji?, Tao Ju'?, Jinghua Zhao*" and Zhongshang Yuan'*"

Correction: BMC Genomics 23, 562 (2022)
https://doi.org/10.1186/s12864-022-08809-w

Following publication of the original article [1], it was
reported that the PDF versions of Fig. 1 and Fig. 2 were
incorrect and therefore did not match the correct, HTML
versions due to a typesetting error.

The PDF version of the original article [1] has been
updated.
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