S3 Table. Correlations of gene expression among QCs and study samples applying different normalization approaches and using the three batch removal methods
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* After denoising with the different methods
**Before denoising, no batch effect since all samples belong to the same batch
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Samples Normalization Method Average correlationSD correlation

QCs Batch LMM 0.9822911 0.00729751

QCs Batch LMBatch 0.9829984 0.007219531

QCs Batch LMcom 0.9845119 0.006066134

QCs Merged LMM 0.9806761 0.007431238

QCs Merged LMBatch 0.9814002 0.007399493

QCs Merged LMcom 0.9834173 0.005837967

Study (across batches)* Batch LMM 0.9625505 0.01887255

Study (across batches)* Batch LMBatch 0.9654859 0.01718152

Study (across batches)* Batch LMcom 0.9669122 0.01578486

Study (across batches)* Merged LMM 0.9613796 0.01937741

Study (across batches)* Merged LMBatch 0.9657564 0.01640426

Study (across batches)* Merged LMcom 0.9675055 0.0145273

Study (one batch)** Batch N/A 0.9713484 0.01181778

Study (one batch)** Merged N/A 0.9695955 0.01195049


