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Supplementary Figures

Figure S1: (A) Comparison of abundance of protein-coding transcripts, antisense transcripts 
and lincRNAs in the Human Body Map dataset. (B) Heatmap of HK-mRNA and TS-mRNA 
expression across 16 tissues. Colours correspond to log10(RPKM). Protein-coding genes 
(rows) were ordered by CV of expression across tissues. Tissues (columns) were ordered by 
unsupervised clustering of the expression data. (C) Over-representation analysis of 
housekeeping protein-coding genes. Protein-coding genes were classified into two groups: 
housekeeping i.e. (HK-mRNAs with CV < 1.5) and tissue-specific (TS-mRNAs with CV > 3). 
Each group was then subjected to Gene Ontology Enrichment Analysis (GOA) of Biological 
Processes from MSigDB (1) using the clusterProfiler (2) package in R. Non-redundant 
biological processes identified using GOSemSim (3) package are shown.
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Figure S2: (A) Comparison of HK-lincRNA and TS-lincRNA abundance in Encode cell 
lines. Median expression of each transcript was calculated across cell lines. (B) 
Comparison between the CV of expression for HK-lincRNAs and TS-lincRNAs. 
Coefficient of variation of lincRNA expression was calculated separately for each species 
from expression data of nine organs (previously published by (4)).
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Figure S3: (A) Comparison between expression changes and copy number profiles of ‘core 
essential’ and the remaining (‘other’) protein-coding genes using multiple tumour types. 
1580 ‘core fitness’ protein-coding genes reported by (5) were classified as ‘core essential’ 
genes. These were compared to the remaining protein-coding genes. Differentially 
expressed genes (absolute fold change (|FC|) > 2 and q-value < 0.05) were identified for 13 
tumour types. Copy number analysis was performed for 31 tumour types in TCGA. 
Processed copy number data was obtained from the cBioPortal database (6). (B) 
Methylation levels for ‘core’ protein-coding genes and other protein-coding genes. 
Methylation β values were obtained for 9,269 TCGA tumour samples. The median beta 
methylation value per sample was calculated for each group of genes separately.	 
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Figure S4: (A) Enriched REACTOME pathways following knockdown of HKlincR1 in 
H460 cells. Significant pathways were identified by GSEA (7) on protein-coding genes 
pre-ranked by fold changes in expression between knockdown and non-target cells 
(FDR <  10%, abs. NES Score > 1.7).  (B) GSEA analysis of E2F8 target gene 
expression changes following knockdown of HKlincR1. E2F8 targets were obtained from 
previously published ChIP-Seq Study in Lung cancer cell lines (8).
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