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Supplementary Table 1   Primers for real-time quantitative PCR analysis

Human genes Primer sequence (5′-3′)

SYPL1
Forward: CACTGTGGCTCCATTGTCTG

Reverse: AAGCAGGGCTTTGTGTCACT

CHRNB4
Forward: CCCAGAAACAGGACTTGGAA

Reverse: ACAGGACTCCCTGAGACGAG

OPRD1
Forward: CCTGCAGGACAGATGGAGAT

Reverse: CAGGGAGGAATGGAAAATCA

RNU5F-1
Forward: TGTGTCACATTTGCCCTCAT

Reverse: TGCAGATATCGGCTCAAGTG

SYT10
Forward: TAGAATGCACATCCTCTCCCAAT

Reverse: GGCATGGAGAAGAGCCATTAAG

SEMA3E
Forward: TGATAACCACCATACTGCACCT

Reverse: TATATGACAGCTATGCCCCCAG

CNTNAP2
Forward: TGTCCATAGGGGACAACCCT

Reverse: TCATTTGAGATGTGAAGGAGCCA

BRINP3
Forward: AACATAGTCATGGAAGCGGC

Reverse: GTGGTGTATCAAAGAGACACATCT
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Top 5 upstream regulators of TCF4 targets in Forrest SH-SY5Y
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Supplementary Fig.  1   Difference in the predicted role of TCF4 in between hMGEOs and SH-SY5Y. A: Venn diagram showing the
intersection of TCF4 target genes identified in ihtc-03-derived hMGEOs with those identified in SH-SY5Y by Forrest et al.[1] Target genes
were annotated by GREAT software. B: Venn diagram showing the intersection of TCF4 target genes identified in ihtc-03-derived hMGEOs
with  those  identified  in  SH-SY5Y by Xia et  al.[2] C:  Barplot  showing the  top  10 enriched gene ontology among the  top  500 target  genes
identified in SH-SY5Y by Forrest et al. The dotted line demarks false discovery rate (FDR) =0.05. D: Barplot showing the top 10 enriched
gene  ontology  among  the  top  500  target  genes  identified  in  SH-SY5Y by  Xia et  al. The  dotted  line  demarks  false  discovery  rate  (FDR)
=0.05. E: Pie chart showing the genomic annotation of TCF4 binding sites identified in SH-SY5Y by Forrest et al. F: Pie chart showing the
genomic annotation of TCF4 binding sites identified in SH-SY5Y by Xia et al. G: Heatmap showing the intensities of ChIP-seq signals of
TCF4 in ihtc-03-derived hMGEOs, TCF4 in SH-SY5Y by Forrest et al, H3K27ac in fetal brain and H3K4me3 in fetal brain around TCF4
binding sites  identified by Forrest et  al. The signal  intensity  was measured in  count-per-millon (CPM).  The 12 000 bp flanking region of
peak centers were shown, and each row represents a distinct peak. H: Heatmap showing the intensities of ChIP-seq signals of TCF4 in ihtc-
03-derived  hMGEOs,  TCF4  in  SH-SY5Y  by  Xia et  al,  H3K27ac  in  fetal  brain  and  H3K4me3  in  fetal  brain  around  TCF4  binding  sites
identified by Xia et al. The signal intensity was measured in count-per-millon (CPM). The 12 000 bp flanking region of peak centers were
shown,  and  each  row  represents  a  distinct  peak.  I:  Scatter  plot  showing  the  normalized  enrichment  score  of  the  potential  upstream
transcription  factors  and  the  corresponding  number  of  downstream  targets,  predicted  by  iRegulon  on  the  top  500  TCF4  target  genes
identified by Forrest et al. The sizes of the points were proportional to the scaled normalized enrichment score. J: Scatter plot showing the
normalized enrichment score of the potential upstream transcription factors and the corresponding number of downstream targets, predicted
by iRegulon on the top 500 TCF4 target  genes identified by Xia et  al.  The sizes of the points were proportional  to the scaled normalized
enrichment  score.  K:  Schematic  showing  the  relative  location  of  the  top  one  co-occurring  motif  combination  within  TCF4  binding  sites
identified by Forrest et al, predicted by SIOMICS. L: Schematic showing the relative location of the top one co-occurring motif combination
within TCF4 binding sites identified by Xia et al, predicted by SIOMICS.
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