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CORRECTION

Correction: SpaMWGDA: Identifying spatial 
domains of spatial transcriptomes using multi-
view weighted fusion graph convolutional 
network and data augmentation

Lin Yuan, Boyuan Meng, Qingxiang Wang, Chunyu Hu, Cuihong Wang,  
De-Shuang Huang 

There is an error in affiliation 4 for author Cuihong Wang. The correct affiliation 4 
is: The Second Qilu Hospital of Shandong University, Shandong University, Jinan, 
China.
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