
Table S3

Differentially expressed zinc finger proteins (extracted from UniprotKB database).

Uniprot ID Protein Names Gene Names (Suggested) function References

P17017 Zinc finger

protein 14

ZNF14 May be involved in transcriptional

regulation.

(Thiesen, 1990; Grimwood et al.,

2004; Gerhard et al., 2004)

P17031 Zinc finger

protein 26

ZNF26 May be involved in transcriptional

regulation.

(Thiesen, 1990; Ota et al., 2004;

Gerhard et al., 2004; Scherer et

al., 2006)

P17039 Zinc finger

protein 30

ZNF30 May be involved in transcriptional

regulation.

(Thiesen, 1990; Ota et al., 2004;

Grimwood et al., 2004; Gerhard et

al., 2004; Bechtel et al., 2007)

P51523 Zinc finger

protein 84

ZNF84 May be involved in transcriptional

regulation.

(Bellefroid et al., 1989; Rosati et

al., 1991; Ota et al., 2004;

Gerhard et al., 2004; Rigbolt et al.,

2011; Zhou et al., 2013; Hendriks

et al., 2017)

P52738 Zinc finger

protein 140

ZNF140 May be involved in transcriptional

regulation as a repressor.

(Tommerup & Vissing, 1995;

Vissing et al., 1995; Ota et al.,

2004; Gerhard et al., 2004;

Scherer et al., 2006)

Q12901 Zinc finger

protein 155

ZNF155 May be involved in transcriptional

regulation.

(Tommerup & Vissing, 1995;

Shannon et al., 2003; Ota et al.,

2004; Grimwood et al., 2004;

Gerhard et al., 2004; Sjöblom et

al., 2006)

Q2M3W8 Zinc finger

protein 181

ZNF181 May be involved in transcriptional

regulation.

(Grimwood et al., 2004; Gerhard

et al., 2004; Hendriks et al., 2014,

2017)

https://www.uniprot.org/uniprotkb/P17017/entry
https://www.uniprot.org/uniprotkb/P17031/entry
https://www.uniprot.org/uniprotkb/P17039/entry
https://www.uniprot.org/uniprotkb/P51523/entry
https://www.uniprot.org/uniprotkb/P52738/entry
https://www.uniprot.org/uniprotkb/Q12901/entry
https://www.uniprot.org/uniprotkb/Q2M3W8/entry
https://paperpile.com/c/M1glAI/B9MS+3o0A+utCy+cMYi
https://paperpile.com/c/M1glAI/B9MS+3o0A+utCy+cMYi
https://paperpile.com/c/M1glAI/B9MS+3o0A+utCy+cMYi


O75346 Zinc finger

protein 253

ZNF253 May function as a transcription

factor. Seems to have a

transcriptional repression activity.

(Han et al., 1999; Ota et al., 2004;

Grimwood et al., 2004; Gerhard et

al., 2004)

Q14587 Zinc finger

protein 268

ZNF268 Isoform 1

Acts as a transcriptional repressor.

Inhibits erythroid differentiation

and tumor cell proliferation. Plays

a role during ovarian cancer

development and progression.

Isoform 2

Contributes to cervical

carcinogenesis in part through the

TNF-alpha-induced NF-kappa-B

signaling pathway by interacting

with the I-kappa-B-kinase (IKK)

core complex.

(Abrink, Aveskogh & Hellman,

1995; Gou et al., 2001; Krackhardt

et al., 2002; Sun et al., 2003,

2004, 2006; Scherer et al., 2006;

Guo et al., 2006; Shao et al., 2006;

Wang et al., 2008, 2012, 2013;

Zhu et al., 2008; Chun et al., 2008;

Zhao et al., 2008; Zeng et al.,

2012; Hu et al., 2013)

Q6P280 Zinc finger

protein 529

ZNF529 May be involved in transcriptional

regulation.

(Nagase et al., 2000b; Ota et al.,

2004; Grimwood et al., 2004;

Gerhard et al., 2004; Hendriks et

al., 2017)

Q6P9A1 Zinc finger

protein 530

ZNF530 May be involved in transcriptional

regulation.

(Nagase et al., 2000a; Grimwood

et al., 2004; Gerhard et al., 2004)

Q6P9A3 Zinc finger

protein 549

ZNF549 May be involved in transcriptional

regulation.

(Ota et al., 2004; Grimwood et al.,

2004; Gerhard et al., 2004;

Hendriks et al., 2017)

Q5MCW4 Zinc finger

protein 569

ZNF569 May be involved in transcriptional

regulation.

(Lichter et al., 1992; Ota et al.,

2004; Grimwood et al., 2004;

Gerhard et al., 2004; Huang et al.,

2006; Sjöblom et al., 2006)

Q6ZNG1 Zinc finger

protein 600

ZNF600 May be involved in transcriptional

regulation.

(Ota et al., 2004; Grimwood et al.,

2004; Bechtel et al., 2007; Mayya

et al., 2009)

Q6PG37 Zinc finger

protein 790

ZNF790 May be involved in transcriptional

regulation.

(Grimwood et al., 2004; Gerhard

et al., 2004)

https://www.uniprot.org/uniprotkb/O75346/entry
https://www.uniprot.org/uniprotkb/Q14587/entry
https://www.uniprot.org/uniprotkb/Q6P280/entry
https://www.uniprot.org/uniprotkb/Q6P9A1/entry
https://www.uniprot.org/uniprotkb/Q6P9A3/entry
https://www.uniprot.org/uniprotkb/Q5MCW4/entry
https://paperpile.com/c/M1glAI/UiKy+B9MS+3o0A+Pm3V+CKiD+P5i2
https://paperpile.com/c/M1glAI/UiKy+B9MS+3o0A+Pm3V+CKiD+P5i2
https://paperpile.com/c/M1glAI/UiKy+B9MS+3o0A+Pm3V+CKiD+P5i2
https://paperpile.com/c/M1glAI/UiKy+B9MS+3o0A+Pm3V+CKiD+P5i2
https://www.uniprot.org/uniprotkb/Q6ZNG1/entry
https://www.uniprot.org/uniprotkb/Q6PG37/entry


A8MQ14 Zinc finger

protein 850

ZNF850 May be involved in transcriptional

regulation.

(Grimwood et al., 2004)
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