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Fig. S1 PCA plots for batch effect removal using ComBat-seq in Whole Blood samples: The PCA plots show the samples of RNA-seq datasets before (A) and after (B) batch effect removal. 
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Fig. S2 PCA plots for batch effect removal using ComBat-seq in nasopharyngeal samples: The PCA plots show the samples of RNA-seq datasets before (A) and after (B) batch effect removal. 
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