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The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/ijms25063353/s1.

Table S1: Sample collection in KLF4 and MXD4 studies.

Table S2: Number of enriched terms in individual Over Representation Analysis (ORA).

Table S3: Common differentially expressed IncRNAs identified both in the KLF4 and in the MXD4 datasets.
Table S4: ORA selected signature of common differentially expressed protein-coding RNAs identified both in the
KLF4 and in the MXD4 datasets.

Figure S1: Data preprocessing for the KLF4 and MXD4 RNA-seq datasets.

Figure S2: Over representation analysis of common differentially expressed protein-coding RNAs in the KLF4 and
MXD4 datasets.

Figure S3: Architecture of the computational approach.

Figure S4: Soft thresholding power choice for the KLF4 and MXD#4 datasets in consensus WGCNA.
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Supplementary Tables

Table S1. Sample collection in KLF4 and MXD4 studies. Samples corresponding to wild type (WT)
and knock-down (KD) cellular contexts.

Model Sample ID SRA ID Cell context
SRR6829690
KLF4_WT1 SRR6829691 WT
SRR6829692
SRR6829693
KLF4_WT2 SRR6829694 WT
SRR6829695
SRR6829696
KLF4_WT3 SRR6829697 WT
KLF4 (GSE111786) SRR6829698
KLF4_KD1 SRR6829699 KD
SRR6829700
SRR6829701
KLF4_KD2 SRR6829702 KD
SRR6829703
SRR6829704
KLF4_KD3 SRR6829705 KD
SRR6829706
MXD4_WT1 SRR19165250 WT
MXD4_WT2 SRR19165251 WT
MXD4_WT3 SRR19165252 WT
MXD4 (GSE202700)
MXD4_KD1 SRR19165247 KD
MXD4_KD2 SRR19165248 KD
MXD4_KD3 SRR19165249 KD

Table S2. Number of enriched terms in individual Over Representation Analysis (ORA). Enriched
terms were searched based on 2,311 and 5,200 differential expressed protein-coding RNAs for the
KLF4 and MXD4 datasets, respectively.

Enriched terms*

Gene set
KLF4  MXD4
KEGG 27 27
Gene Ontology (GO) — Biological processes 429 353
MSigDB — Hallmarks of genes 12 8
Reactome 27 342
ChEA: ChipX experiment Analysis 37 24
Bioplanet 48 115
Tabula Muris: Single cell transcriptome atlas (Mus musculus) 13 7

* Significant enriched terms after hypergeometric test with ORA (FDR < 0.05).
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Table S3 and S4 are available as Excel files

Table S3. Common differentially expressed IncRNAs identified both in the KLF4 and in the MXD4 datasets.

Table S4. ORA selected signature of common differentially expressed protein-coding RNAs identified both in the KLF4 and in the
MXD4 datasets.

Supplementary Figures
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Figure S1. Data preprocessing for the KLF4 and MXD4 RNA-seq datasets. (A-B) Library size in
total million read counts per sample for (A) KLF4 and (B) MXD#4 datasets. (C-D) RNA species dis-
tribution before (Raw data) and after filtering low expressed reads (Filtered data) in both datasets,
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(C) KLF4 and (D) MXD#4. Other class includes miRNA, misc_RNA, artifact, IG_genes, Mt_rRNA,
Mt_tRNA, snoRNA or rRNA.
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Figure S2. Over representation analysis of common differentially expressed protein-coding RNAs
in the KLF4 and MXD#4 datasets. Dot plots of enriched terms from (A) ChIP-X experimental analysis
and (B) Tabula muris databases. Enrichment was considered significant when False Discovery Rate
(FDR) < 0.05.
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Figure S3. Architecture of the computational approach. Flowchart depicting the main three steps

of computational pipeline employed in this study. .
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Figure S4. Soft thresholding power choice for the KLF4 and MXD4 datasets in consensus
WGCNA. The plots indicate that approximate scale-free topology is attained around the soft-thresh-
olding power of 8 for both models. Numbers inside the plots and x-axes indicate the corresponding
soft thresholding powers for network measures (y-axes).



