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Supplemental Figure 1: Boxplot showing expression levels of MIAT and MEG3 across different cancer cell lines.
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Supplemental Figure 2: Volcano plots with correlation coefficients and p-values for lincRNA expression and copy 
number variations, for lincRNAs situated on the respective chromosomal arm.
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Supplemental Figure 3: a) GSEA plots for the differentially expressed genes between ALK mutated 
and wild type samples and ALK treated and control samples, respectively. b) Percentage of samples 
harboring selected mutations found in the SEQC data. c) Number of differentially expressed lincRNAs 
and mRNAs after robust differential expression analysis. 
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Supplemental Figure 5: The percentage of immune infiltration of 8 immune cell types between MYCN amplified 
and MYCN single copy tumors. Statistical significance was calculated using a Mann-Whitney test (q<0.05). 

Supplemental Figure 4: a) GSEA showing enrichment for MYC(N) targets, after differential expression analysis 
between MYCN amplified and MYCN single copy samples. b) Boxplot displaying the expression levels of MYCN 
and two bona fide target genes, ODC1 and DKK3. c) Number of lincRNAs and mRNAs robustly differentially 
expressed. 
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Supplemental Figure 7: Scatterplot visualizing the inverse correlation between the rank score calculated for the 
PHOX2B (NOR-like) and JUN/FOS CRC (NCC-like).

Supplemental Figure 6: Correlation plots of 7 immune cell types with significant correlation with the PHOX2B CRC 
or JUN/FOS CRC score. Correlation coefficient and p-value were determined using Spearman’s method. 
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Supplemental Figure 8: Upset plot showing associations with clinical and genetic parameters for lincRNAs found 
to be regulated by PHOX2B or ALK, or influenced by a copy number gain of 17q. 

Supplemental Figure 9: Correlation plot of lnc-GOLGA6A-1 and ISLR2 expression. Calculation of the correlation 
coefficient and statistical significance was done using Spearman’s method. 
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Supplemental Figure 10: Boxplot showing expression pattern of ISLR2 across different cancer cell lines.

Supplemental Figure 11: a+b) GSEA plots of the MYCN model systems, showing for depletion and enrichment for 
three MYC gene sets upon treatment of IMR5/75-shMYCN-TR and SHEP-MYCN-TR, respectively. c) Number of 
lincRNAs and mRNAs differentially expressed in the modelsystems. 
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Supplemental Figure 12: GSEA plots showing enrichment/depletion for chromosomal arm gene sets. 

Supplemental Figure 14: Hockeystick plot of genes associated with super-enhancers in NGP for mRNAs and
lincRNAs respectively. 
 

Supplemental Figure 13: Boxplot showing expression levels of PHOX2B in samples treated with doxycycline 
(shPHOX2B) or without doxycycline (control) of the CLB-GA cell line. 


