
Table SI. Sequences of the qPCR primers.

Primers 5'‑3'

SOCS2‑F TGCAAGGATAAGCGGACAGG
SOCS2‑R CAGAGATGGTGCTGACGTGT
METTL3‑F CTTTGCCAGTTCGTTAGTCTC
METTL3‑R CTGACCTTCTTGCTCTGTTGTT
LGR5‑F CTACATGGTCGCTCTCATCTTG
LGR5‑R ATATTCTCCAGGTCTCCCTTGTC
CyclinB1‑F ATACTGCCTCTCCAAGCCCAATG
CyclinB1‑R GATCAGCTCCATCTTCTGCATCCA
P21‑F TCAAATCGTCCAGCGACCTTCC
P21‑R TCCATAGCCTCTACTGCCACCAT
SOX2‑F ACATGATGGAGACGGAGCTGAAG
SOX2‑R GGGACCACACCATGAAGGCATT
PCNA‑F CGTGAACCTCACCAGTATGTCCAA
PCNA‑R ACTTTCTCCTGGTTTGGTGCTTCA
Ki67‑F CCTAGAAGACTTGGCTGGCTTGAA
Ki67‑R GGACTGTGGCTTGAAGATTGTTGG
CTNNB1‑F AGAGTGCTGAAGGTGCTATCTGT
CTNNB1‑R TCCTGAGAGTCCAAAGACAGTTC
GAPDH‑F TGCACCACCAACTGCTTAGC
GAPDH‑R GGCATGGACTGTGGTCATGAG
LGR5 promoter‑F CGAGCTCCACACGTATTTTTATTG
 CATCTCAGTTC
LGR5 promoter‑R CCCTCGAGAAAGCGCTCCAGCC
 CGA

F, forward; R, reverse; SOCS2, suppressor of cytokine signaling  2; 
METTL3, methyltransferase like 3; LGR5, leucine‑rich repeat‑ 
containing G protein‑coupled receptor 5; SOX2, SRY‑box transcription 
factor 2; PCNA, proliferating cell nuclear antigen; CTNNB1, catenin 
β1; GAPDH, glyceraldehyde 3‑phosphate dehydrogenase.



Table SII. Bioinformatics analysis of METTL3.

A, GO analysis reveals these candidates that are sorted into multiple bioprocesses   

GO terms (Biological process) Count P‑value

Positive regulation of transcription from RNA polymerase II promoter 18 9.30E‑11
Primary miRNA processing 5 4.70E‑09
Negative regulation of transcription from RNA polymerase II promoter 12 1.40E‑06
Positive regulation of gene expression 8 4.10E‑06
Positive regulation of transcription, DNA‑templated 10 5.00E‑06
Negative regulation of apoptotic process 9 1.70E‑05
Cell cycle arrest 6 2.90E‑05
Cellular response to mechanical stimulus 5 3.20E‑05
mRNA methylation 3 9.50E‑05
Transcription from RNA polymerase II promoter 8 3.00E‑04
Positive regulation of fibroblast proliferation 4 3.50E‑04
mRNA processing 5 1.10E‑03
Negative regulation of protein catabolic process 3 3.00E‑03
Cellular response to lipopolysaccharide 4 3.00E‑03
Lipopolysaccharide‑mediated signaling pathway 3 3.00E‑03
Cytokine‑mediated signaling pathway 4 4.60E‑03
Positive regulation of epithelial cell proliferation 3 1.00E‑02
Ras protein signal transduction 3 1.40E‑02
Positive regulation of inflammatory response 3 1.50E‑02
Canonical Wnt signaling pathway 3 1.90E‑02
Regulation of gene expression 3 2.70E‑02
Cell surface receptor signaling pathway 4 3.30E‑02
Response to drug 4 4.30E‑02
Positive regulation of NF‑kappaB transcription factor activity 3 4.60E‑02
Positive regulation of I‑kappaB kinase/NF‑kappaB signaling 3 6.40E‑02
Cell proliferation 4 6.70E‑02
Inflammatory response 4 7.30E‑02
Positive regulation of ERK1 and ERK2 cascade 3 7.40E‑02
Signal transduction 7 7.40E‑02
Fc‑epsilon receptor signaling pathway 3 7.60E‑02
Positive regulation of cell migration 3 8.10E‑02
In utero embryonic development 3 8.30E‑02
Positive regulation of cell proliferation 4 1.20E‑01
MAPK cascade 3 1.40E‑01
Regulation of transcription, DNA‑templated 5 5.50E‑01

B, KEGG analysis indicates that these candidates are involved in numerous signal pathways, and in benign and malignant 
diseases

KEGG pathway Count P‑value

Chagas disease (American trypanosomiasis) 8 9.90E‑08
Signaling pathways regulating pluripotency of stem cells 8 7.60E‑07
Proteoglycans in cancer 8 8.30E‑06
Hepatitis C 7 9.60E‑06
FoxO signaling pathway 7 1.00E‑05
Hepatitis B 7 1.60E‑05
HTLV‑I infection 8 4.10E‑05
Toxoplasmosis 6 8.00E‑05
Pancreatic cancer 5 1.10E‑04
Prolactin signaling pathway 5 1.50E‑04
Pertussis 5 1.90E‑04
Salmonella infection 5 2.80E‑04
ErbB signaling pathway 5 3.30E‑04
MAPK signaling pathway 7 3.70E‑04
Influenza A 6 4.90E‑04
Bladder cancer 4 5.10E‑04



Table SII. Continued.

B, KEGG analysis indicates that these candidates are involved in numerous signal pathways, and in benign and malignant 
diseases

KEGG pathway Count P‑value

Tuberculosis 6 5.30E‑04
Pathways in cancer 8 6.00E‑04
Herpes simplex infection 6 6.20E‑04
Toll‑like receptor signaling pathway 5 7.00E‑04
Sphingolipid signaling pathway 5 1.10E‑03
Osteoclast differentiation 5 1.50E‑03
Colorectal cancer 4 1.70E‑03
Inflammatory bowel disease (IBD) 4 1.90E‑03
Epithelial cell signaling in Helicobacter pylori infection 4 2.20E‑03
Leishmaniasis 4 2.50E‑03
Chronic myeloid leukemia 4 2.70E‑03
NF‑κB signaling pathway 4 4.50E‑03
Prostate cancer 4 4.70E‑03
GnRH signaling pathway 4 5.10E‑03
Epstein‑Barr virus infection 5 5.90E‑03
HIF‑1 signaling pathway 4 6.30E‑03
TNF signaling pathway 4 7.90E‑03
PI3K‑Akt signaling pathway 6 9.80E‑03
Neurotrophin signaling pathway 4 1.10E‑02
Cell cycle 4 1.20E‑02
Endometrial cancer 3 1.70E‑02
Legionellosis 3 1.90E‑02
NOD‑like receptor signaling pathway 3 1.90E‑02
Hippo signaling pathway 4 2.00E‑02
Acute myeloid leukemia 3 2.00E‑02
Central carbon metabolism in cancer 3 2.60E‑02
Glioma 3 2.60E‑02
Shigellosis 3 2.60E‑02
Transcriptional misregulation in cancer 4 2.70E‑02
Fc epsilon RI signaling pathway 3 2.90E‑02
Adipocytokine signaling pathway 3 3.00E‑02
RIG‑I‑like receptor signaling pathway 3 3.00E‑02
Adherens junction 3 3.10E‑02
Melanoma 3 3.10E‑02
TGF‑β signaling pathway 3 4.20E‑02

METTL3, methyltransferase like 3; GO, Gene Ontology; KEGG, Kyoto Encyclopedia of Genes and Genomes.
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