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Supplementary Figure S1. Efficiency of all the ASO knockdowns in the FANTOMS6 project.



Version December 9, 2020 submitted to Genes 13 of 16

ASO-07,

n= 2718 ASO-10,
n= 1833

Supplementary Figure S2. The overlap between differentially expressed genes identified in two
independent knockdown experiments of the CHASERR IncRNA.
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Supplementary Figure S3. Types of differentially expressed genes in two independent CHASERR
knockdown experiments and in Chaserr-/- mouse embryonic fibroblases (mEFs).
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Supplementary Figure S4. Output of the GenometriCorr tool for the two ASOs corresponding to the
IncRNA AC013394.2 (CHASERR).
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CLUSTAL multiple sequence alignment by MUSCLE (3.8)
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Supplementary Figure S5. Pairwise sequence alignment of the human and mouse CHASERR

orthologs.
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