Effect of normalization change on expression values

Per-gene per-sample (TMM CPM vs TMM TPM) . Question: Does normalization criteria affect expression
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Effect of normalization change in key multigenic families
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Effect of normalization change in key multigenic families
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Effect of normalization change on key multigenic families
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Effect of normalization change on key multigenic families
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Effect of normalization change on major clustering patterns (clust analysis, Fig. 4)
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Effect of normalization change on major clustering patterns (clust analysis, Fig. 4)

E F
TPM CPM Total genes = 366 TPM CPM

Total genes = 229 o9 22 B @
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Cluster C4 (CPM normalization)

Total genes = 369 TPM CPM

Novel genes = 12 (339

Question: If we normalize differently, do we see the
same trends on major expression profiles?

Cluster C6 (CPM normalization)
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Conclusion: The normalization criteria does not
change the major expression profiles significantly
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