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Supplementary Figure 1 A and B: DCPS knockdown induced significant G2
phase arrest in cell cycle of NHEK, n = 3. Assess the impact of DCPS
knockdown on cellular proliferation; C and D: DCPS knockdown attenuated
cellular proliferation of NHEK in flow cytometry assays, n = 3; E, F: EdU
staining and statistical analyses in NHEK, n = 4 (scale bar: 100 pm); G, H: DCPS
knockdown enhanced apoptosis of NHEK in flow cytometry, n = 3. DCPS
knockdown inhibits NHEK migration; I, J: Transwell assays were conducted
for evaluation of NHEK migration, n = 3 (scale bar: 100 pm); K-N: Cell scratch
assays were observed in living cells at 0, 12, 24 and 48 h, n = 3 (scale bar: 200

pm). The results were expressed as mean + SD. 2P< 0.001, PP <0.01, <P < 0.05.



Supplementary Table 1 DGEs-plum3 genes

ID gene ID gene ID gene ID gene ID gene
1 ACP6 41 COQSBA 81 ZZEF1 12 ITIH4 16 SPIDR
1 1

2 PHYH 42 ZFYVE26 82 PATZ1 12 CREB3L 16 TSHZ1
D1 2 4 2

3 CACH 43 GPRC5C 83 HKRI1 12 BRD3 16 ZNF70
D1 3 3 3

4 TBC1D 44 TRMT10B 84 ABHDI11 12 TP73- 16 MAN1
4 4 AS1 4 C1

5 CHD6 45 APBAl 85 GLI4 12 ZNF462 16 PTPRU

5 5

6 TFAP2 46  PIPRS 86 ABCC3 12 MTMR4 16 FLT3L
B 6 6 G

7 PIK3IP 47 R3HDM2 87 POLE 12 TMEM6 16 NLRC5
1 7  3A 7

8 PHKA 48 TSC1 88 CTSF 12 PCIF1 16 MECP2
2 8 8

9 DCAK 49 VPS26B 89 LOC101927 12 AUTS2 16 APOL4
D 699 9 9

10 CGNL 50 FAXDC2 90 CRACR2A 13 MCF2L 17 ORAI3
1 0 0

11 DGLU 51  ZNF629 91 MVBI2B 13 LFNG 17 HOXC
CY 1 1 6

12 SLC25 52 PARD3B 92 BCL6 13 MLLT6 17 RNF21
A29 2 2 6

13 NIPAL 53  CIRBP 93 ALPK1 13 BCL9 17 TAPBP
3 3 3 L
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Supplementary Table 2

GO Description Log10(P)
GO:0006338  chromatin -8.7
remodeling
R-HSA- Chromatin -8
4839726 organization
R-HSA- Chromatin -8
3247509 modifying
enzymes

(A) The functional description of corresponding components of

the three best-scoring terms by P-value.

MCODE GO
MCODE_1 R-HSA-9730414

MCODE_1 R-HSA-8878171

MCODE_1 R-HSA-9856651

MCODE_2 R-HSA-3214847

MCODE_2 GO:0045879

MCODE_2 R-HSA-3247509

Description
MITE-M-regulated
melanocyte development
Transcriptional regulation
by RUNX1
MITE-M-dependent gene
expression

HATS acetylate histones

negative  regulation  of

smoothened signaling
pathway
Chromatin modifying
enzymes

(B) The functional description of each MCODE component.

Logl10(P)
-10.6

-7.8
-7.3




Supplementary Table 3 m7G-related genes

Gene Physiological gene name
role

AGO2 m7G argonaute RISC catalytic component 2

CYFIP1T m7G cytoplasmic FMR1 interacting protein 1

DCP2 m7G decapping mRNA 2

DCPS m7G decapping enzyme, scavenger

EIF3D m7G eukaryotic translation initiation factor 3 subunit
D

EIF4A1 m7G eukaryotic translation initiation factor 4A1

EIF4AE  m7G eukaryotic translation initiation factor 4E

EIF4E1 m7G eukaryotic translation initiation factor 4E family

B member 1B

EIF4E2 m7G eukaryotic translation initiation factor 4E family
member 2

EIF4E3 m7G eukaryotic translation initiation factor 4E family
member 3

EIF4G3 m7G eukaryotic translation initiation factor 4 gamma 3

GEMIN m7G gem nuclear organelle associated protein 5

5

IFIT5 m7G interferon induced protein with tetratricopeptide
repeats 5

LARP1 m7G La ribonucleoprotein 1, translational regulator

LSM1  m7G LSM1 homolog, mRNA degradation associated

METTL m7G methyltransferase 1, tRNA methylguanosine

1

NCBP1 m7G nuclear cap binding protein subunit 1

NCBP2 m7G nuclear cap binding protein subunit 2



NCBP2 m7G nuclear cap binding protein subunit 2 like

L

NCBP3 m7G nuclear cap binding subunit 3

NUDT1 m7G nudix hydrolase 10

0

NUDT1 m7G nudix hydrolase 11

1

NUDT1 m7G nudix hydrolase 16

6

NUDT3 m7G nudix hydrolase 3

NUDT4 m7G nudix hydrolase 4

NUDT4 m7G nudix hydrolase 4B

B

SNUP m7G snurportin 1

N

WDR4 m7G WD repeat domain 4

QKI m7G Quaking proteins

RAMA m7G RNA guanine-7 methyltransferase activating
C subunit

RNMT m7G RNA guanine-7 methyltransferase
TRMT1 m7G tRNA methyltransferase activator subunit 11-2
12

RAB27 m7G RAB27A, member RAS oncogene family



https://www.ncbi.nlm.nih.gov/gene/83640
https://www.ncbi.nlm.nih.gov/gene/83640
https://www.ncbi.nlm.nih.gov/gene/8731




