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o
>

No batch correction

o

0.922 0.931 0.906

o
By

0.451

°

b
e
@

e
>

o

0
e
e

°
©

5-fold CV score (Higher is better)

Silhouette score (Higher is better)

Batch silhouette score (Lower is better)

°
3
3

0.0

Lo GLN\"’O'\ cos® Lo GLN\"’OP cos® Lo GN.PO'* oV

°
o

Figure S1: Benchmark of common normalization methods in a PBMC dataset from
three 10X experiments. As Figure 3a-3c but log-normalization, GLM-PCA and FastRNA
without batch correction.
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Figure S2: Benchmark of common normalization methods in a PBMC dataset from
three 10X experiments. As Figure 3d-3e but log-normalization and GLM-PCA without batch

correction.
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Figure S3: Benchmark of common normalization methods in a PBMC dataset from
three 10X experiments. Rumtime of eight methods. Total 9806 cells from three batches.
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