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Figure S2A. Differentially expressed genes in each cluster as identified in
hierarchical clustering analysis of 6965 differentially expressed mMRNAs
(SLR>1) in maturing neurons (Figure 2A). Genes showing -6<SLR<-1.5
(cluster 1), 3.5<SLR<7.5 (cluster 2) on Day 6 or Day 8 are shown to represent the
cluster. Green indicates downregulation and red, upregulation.
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Figure S2B. Differentially expressed INncCRNAs in each cluster as identified in
hierarchical clustering analysis of 7455 differentially expressed IncRNAs (SLR>1) in
maturing neurons (Figure 2B(i)). LncRNAs showing SLR=-8 (cluster 1), 2.4<SLR<3.4
(cluster 2), 1.3<SLR<2 (cluster 3), -4.5<SLR<-3 (Cluster 4) on day 6 or day 8 are shown
to represent the cluster. Green indicates downregulation and red, upregulation. Genes
associated with the IncRNAs in each cluster are stated in Table S3.
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Figure S2C. Differentially expressed miRNAs in each cluster as identified in hierarchical
clustering analysis of 395 miRNAs after background subtraction of intensity less than 300 in
maturing cortical neurons (Figure 2C). miRNAs showing -3<SLR<-0.3 (cluster 1),
1.2<SLR<2.2 (cluster 2), -0.1<SLR<-0.6 (Cluster 3) on day 6 or day 8 are shown to represent the
cluster. Green indicates downregulation and red, upregulation.



