Supplementary Material

Supplementary Figures

Figure S1. Identification of genes associated with detrimental outcomes in OvCa. Transcriptomic expression analyses were performed using the OvCa dataset from the GEPIA database and differentially expressed genes (DEGs) identified with the following criteria: fold change value > 2 and q-value < 0.01. Biological pathway analyses were performed using Kyoto Encyclopedia of Genes and Genomes (KEGG; https://www.genome.jp/kegg/), and outcome screening for overall survival (OS) was carried out using the online Kaplan–Meier (KM) Plotter tool.
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Figure S2. UBE2E2 increases the p62 mRNA levels but exerts no significant effect on autophagy. (A) The mRNA expression level of p62 in OvCa cells was measured by qRT–PCR (*P < 0.05). (B) Representative images showing GFP-RFP-LC3 puncta (autophagosomes) and RFP-LC3 puncta (autophagolysosomes) in SKOV3 cells infected with the adenovirus vector containing the mRFP-GFP-LC3 reporter. Scale bar = 20 μm.
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Figure S3. The UBC domain of UBE2E2 is sufficient for protein translocation into the nucleus. (A) OvCa cells were transfected with pEGFP-C1 or pEGFP-C1-UBE2E2 plasmids, and images of UBE2E2 intracellular distribution were captured using an epifluorescence microscope. An overlay of blue (nuclei) and green (GFP) channels is shown. Scale bar = 20 μm. (B) Schematic diagram showing the full-length and truncated forms of UBE2E2. The numbers indicate the positions of the amino acids. WT, wild-type. (C) Effects of the truncation mutation on the UBE2E2 intracellular distribution. An overlay of blue (nuclei) and green (GFP) channels is shown. Scale bar = 20 μm.
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s‘;’ﬂ"b; Gene Name F‘é’;‘:ﬁ‘.’:ﬁ;" Reference
UBE2C  ubiquitin conjugating enzyme E2C  cancer-promoting 30
UBE2E2  ubiquitin conjugating enzyme E2E2  cancer-promoting 22,23
UBE2F ubiquitin conjugating enzyme E2F  cancer-promoting 13
UBE2K  ubiquitin conjugating enzyme E2K  cancer-promoting 33
UBE2N  ubiquitin conjugating enzyme E2N  cancer-promoting 31
UBE2S ubiquitin conjugating enzyme E2S  cancer-promoting 34
FBXO2 F-box protein 2 cancer-promoting 2





image2.tiff
SKOV3: si-UBE2E2

N - « o

[9A3] YNHW aAnEDY

abiay




image3.tiff
Fig. S3

A GFP DAPI Merge B
UBE2E2
2 £53-201 |
~
o
< A1-52
Cc
DAPI Merge
S ...
N
&
n
<
© [0 |
>
o
4
7}
2
]





image4.tiff
Table S1: Sequences of oligonucleotides for siRNA assays.

siRNA

Sequences

si-NC (Negative
Control)

si-UBE2E2-1
si-UBE2E2-2

si-UBE2E2-3

Forward: UUCUCCGAACGUGUCACGUTT
Reverse: ACGUGACACGUUCGGAGAATT

Forward: CCGAUGGAGAUCAACGUGATT
Reverse: UCACGUUGAUCUCCAUCGGTT

Forward: CGUGAAAGUGUUCAGCAAGTT
Reverse: CUUGCUGAACACUUUCACGTT

Forward: GACCCAAAGGAGACAACAUTT
Reverse: AUGUUGUCUCCUUUGGGUCTT

Table S2: Primer sequences used for gRT-PCR assays.

Gene Sequences
UBE2E2 Forward: 5-GTGAAAGTGTTCAGCAAGAACCA-3
Reverse: 5-GTTGACAATTTAGCAGCGGTTTT-3'
SNAH Forward: 5-TCGGAAGCCTAACTACAGCGA-3’
Reverse: 5-AGATGAGCATTGGCAGCGAG-3
SNAI2 Forward: 5-CGAACTGGACACACATACAGTG-3’
Reverse: 5-CTGAGGATCTCTGGTTGTGGT-3'
CDH1 Forward: 5-AGTGGGCACAGATGGTGTGA-3’
Reverse: 5-TAGGTGGAGTCCCAGGCGTA-3
coL1A1 Forward: 5-GAGGGCCAAGACGAAGACATC-3’
Reverse: 5-CAGATCACGTCATCGCACAAC-3’
VIMENTIN Forward: 5-AGTCCACTGAGTACCGGAGAC-3’
Reverse: 5-CATTTCACGCATCTGGCGTTC-3’
HMOXT Forward: 5-ACTGCGTTCCTGCTCAACATCCA-3’
Reverse: 5-TGGGAGTCTCCACGGGGGCAGAAT-3’
NQOT Forward: 5-CTGGAAGCCGCAGACCTTGTG-3
Reverse: 5-CCTTGCAGAGAGTACATGGAG-3’
scLe Forward: 5-TCAGGCTCTTTGCACAATAAC-3’
Reverse: 5-ATTGGTACATTGATGACAACC-3’
GOoLM Forward: 5-GAATGGAGTTCCCAAATCAAC-3’
Reverse: 5-GCAACTCCAAGGACTGAACAG-3’
62 Forward: 5-AGGCGCACTACCGCGAT-3'

Reverse:

5-CGTCACTGGAAAAGGCAACC-3





