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I. Protein visualisation and AlphaFold multimer prediction

AlphaFold Prediction 

AlphaFold2 complex prediction. Protein-protein complex structure prediction was performed using the 

public available ColabFold (Mirdita et al. 2022; Jumper et al. 2021; Evans et al. 2021) 

https://colab.research.google.com/github/sokrypton/ColabFold/blob/main/AlphaFold2.ipynb#scrollTo

=mbaIO9pWjaN0 ). Amino acid sequences for human DNMT1 (UniProt : AF-P26358-F1, 1-1616), 

DMAP1 (UniProtKB: AF-Q9NPF5-F1, 1-467), USP7 (UniProt: AF-Q9009-F1, 1-1102), CFP1 

(UniProt, AF-Q9P0U4-F1,1-656), UHRF1 (UniProt: AF-Q96T88-F1, 1-793), Sp1 (UniProt, AF-

P08047-F1,1-785)  and Stat3 (UniProt:AF-P40763-F1, 1-770)  were retrieved from UniProt. Previously 

proposed in literature interactions sequences were pasted to colab_batch connected by “:” using the fasta 

file from Uniprot. The default parameters for MSA generations and the number of recycles (3) were 

used. For relaxed prediction, only the first model was relaxed using num_relax: 1. The ColabFold was 

executed using T4 GPU under ColabFold pro account. Five models were generated for each prediction 

with the pLDDT (predicted Local Distance Difference Test) score (Mariani et al. 2013), a per-residue 

confidence score between 0 and 100. Generally, pLDDT scores above 90 are considered ‘‘very 

confident,’’ pLDDT scores between 70 and 90 are considered ‘‘confident,’’ pLDDT scores between 50 

and 70 are ‘‘low confidence’’ and scores below 50 are considered ‘‘very low confidence’’ and may be 

unstructured. pLDDT score of each predicted model was visualized in Pymol by using the following 

github https://github.com/cbalbin-bio/pymol-color-alphafold . and by writing on the command prompt 

the following code:

run https://raw.githubusercontent.com/cbalbin-bio/pymol-color-alphafold/master/coloraf.py

from pymol import cmd

def coloraf(selection="all"):

    coloraf sele

    sele (all)    

    cmd.color("blue", f"({selection}) and b > 90")

    cmd.color("cyan", f"({selection}) and b < 90 and b > 70")

    cmd.color("yellow", f"({selection}) and b < 70 and b > 50")

    cmd.color("orange", f"({selection}) and b < 50")

cmd.extend("coloraf", coloraf)

cmd.auto_arg[0]["coloraf"] = [cmd.object_sc, "object", ""]

ColabFold ranks the five models based on pLDDT scores, pTM (predicted Template Modelling), and 

ipTM (interface predicted Template Modelling). A pTM score above 0.5 indicates good overall folding 

of the complex, while a score below 0.5 suggests an incorrect structure. For the ipTM score, values 

above 0.8 denote high-confidence, high-quality predictions. Scores between 0.6 and 0.8 should be 

interpreted with caution, as the predictions may be accurate or incorrect. Scores below 0.6 likely indicate 
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a failed prediction. To evaluate how a prediction is reliable or not, a model confidence score could be 

calculated as follow:

𝑀𝑜𝑑𝑒𝑙 𝑐𝑜𝑛𝑓𝑖𝑑𝑒𝑛𝑐𝑒 = (0,2 × 𝑝𝑇𝑀 + 0,8 × 𝑖𝑝𝑇𝑀) × 100

 A heat-map representation of the MSA indicates all sequences mapped. The colour scale indicates the 

identity score. White regions are not covered. The black line identifies the relative coverage of the 

sequence with respect to the total number of aligned sequences. Top-ranked model from the generated 

PDB file was used for further molecular visualization using Pymol. Each protein was distinguished by 

coloration. Protein-protein interaction was determined using Modify/Around/Atoms within 4 Å. 

Synthetised peptides were represented using stick. Pymol picture was downloaded using Ray (slow) at 

300 DPI.
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Figure SI-1. FASTA alignments of the protein sequence from PDB structure (PDB code: 4wxx, 351-
1600) align with full sequence of AF model (UniProt : AF-P26358-F1, 1-1616) of DNMT1.

4wxx_model_1
------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------------
-------------------------------------------------------------------------------PKCIQCGQYLDDPDLKYGQHPPDAVDEPQMLTNE----
-----------
KALPQHKLTCFSVYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLEGGVNGKNLGPINEWWITGFDGGEKALI
GFSTSFAEYILMDPSPEYAPIFGLMQEKIYISKIVVEFLQSNSDSTYEDLINKIETTVPPSGLNLNRFTEDSLLRHAQFV
VEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQRRAQARRQT-------------KATTTKLVYQIFDTFFAEQIEK------
---
KRRRCGVCEVCQQPECGKCKACKDMVKFGGSGRSKQACQERRCPNMAMKEADDDEEVDDNIPEMPSPKKMHQG
KKKKQNKNRISWVGEAVKTDKKSYYKKVCIDAETLEVGDCVSVIPDDSSKPLYLARVTALWEDSSNGQMFHAHW
FCAGTDTVLGATSDPLELFLVDECEDMQLSYIHSKVKVIYKAPSENWAMEGGMDPESLLEGDDGKTYFYQLWYDQ
DYARFESPPKTQPTEDNKFKFCVSCARLAEMRQKEIPRVLEQLEDLDSRVLYYSATKNGILYRVGDGVYLPPEAFTF
NI---------RKEPVDEDLYPEHYRKY--------
LDAPEPYRIGRIKEIFCPKKSNGRPNETDIKIRVNKFYRPENTHKSTPASYHADINLLYWSDEEAVVDFKAVQGRCTV
EYGEDLPECVQVYSMGGPNRFYFLEAYNAKSKSFEDPPNHARS-----------------------------
KLPKLRTLDVFSGCGGLSEGFHQAGISDTLWAIEMWDPAAQAFRLNNPGSTVFTEDCNILLKLVMAGETTNSRGQR
LPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRFFLLENVRNFVSFKRSMVLKLTLRC
LVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPLFPEPLHVFAPRACQLSVVVDDKKFVSNITRLSSGPFR
TITVRDTMSDLPEVRNGASALEISYNGEPQSWFQRQLRGAQYQPILRDHICKDMSALVAARMRHIPLAPGSDWRDL
PNIEVRLSDGTMARKLRYTHHDRKNGRSSSGALRGVCSCVEAGKACDPAARQFNTLIPWCLPHTGNRHNHWAGLY
GRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRLFGNILDKHRQVGNAVPPPLAKAIGL
EIKLCMLAKALTRVW-----------

sp|P26358|DNMT1_HUMAN DNA (cytosine-5)-methyltransferase 1 OS=Homo sapiens 
OX=9606 GN=DNMT1 PE=1 SV=2
MPARTAPARVPTLAVPAISLPDDVRRRLKDLERDSLTEKECVKEKLNLLHEFLQTEIKNQLCDLETKLRKEELSEEG
YLAKVKSLLNKDLSLENGAHAYNREVNGRLENGNQARSEARRVGMADANSPPKPLSKPRTPRRSKSDGEAKPEPSP
SPRITRKSTRQTTITSHFAKGPAKRKPQEESERAKSDESIKEEDKDQDEKRRRVTSRERVARPLPAEEPERAKSGTRTE
KEEERDEKEEKRLRSQTKEPTPKQKLKEEPDREARAGVQADEDEDGDEKDEKKHRSQPKDLAAKRRPEEKEPEKV
NPQISDEKDEDEKEEKRRKTTPKEPTEKKMARAKTVMNSKTHPPKCIQCGQYLDDPDLKYGQHPPDAVDEPQMLT
NEKLSIFDANESGFESYEALPQHKLTCFSVYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLEGGVNGKNLGPI
NEWWITGFDGGEKALIGFSTSFAEYILMDPSPEYAPIFGLMQEKIYISKIVVEFLQSNSDSTYEDLINKIETTVPPSGLN
LNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQRRAQARRQTIRHSTREKDRGPTKA
TTTKLVYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCEVCQQPECGKCKACKDMVKFGGSGRSKQACQERRCPN
MAMKEADDDEEVDDNIPEMPSPKKMHQGKKKKQNKNRISWVGEAVKTDGKKSYYKKVCIDAETLEVGDCVSVIP
DDSSKPLYLARVTALWEDSSNGQMFHAHWFCAGTDTVLGATSDPLELFLVDECEDMQLSYIHSKVKVIYKAPSEN
WAMEGGMDPESLLEGDDGKTYFYQLWYDQDYARFESPPKTQPTEDNKFKFCVSCARLAEMRQKEIPRVLEQLEDL
DSRVLYYSATKNGILYRVGDGVYLPPEAFTFNIKLSSPVKRPRKEPVDEDLYPEHYRKYSDYIKGSNLDAPEPYRIGR
IKEIFCPKKSNGRPNETDIKIRVNKFYRPENTHKSTPASYHADINLLYWSDEEAVVDFKAVQGRCTVEYGEDLPECV
QVYSMGGPNRFYFLEAYNAKSKSFEDPPNHARSPGNKGKGKGKGKGKPKSQACEPSEPEIEIKLPKLRTLDVFSGCG
GLSEGFHQAGISDTLWAIEMWDPAAQAFRLNNPGSTVFTEDCNILLKLVMAGETTNSRGQRLPQKGDVEMLCGGPP
CQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRFFLLENVRNFVSFKRSMVLKLTLRCLVRMGYQCTFGVLQA
GQYGVAQTRRRAIILAAAPGEKLPLFPEPLHVFAPRACQLSVVVDDKKFVSNITRLSSGPFRTITVRDTMSDLPEVRN
GASALEISYNGEPQSWFQRQLRGAQYQPILRDHICKDMSALVAARMRHIPLAPGSDWRDLPNIEVRLSDGTMARKL
RYTHHDRKNGRSSSGALRGVCSCVEAGKACDPAARQFNTLIPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNP
EPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRLFGNILDKHRQVGNAVPPPLAKAIGLEIKLCMLAKARESASA
KIKEEEAAKD

Predicted unstructured regions list on Alphafold model missing in PDB structure of DNMT1 : 1-19; 93-347 ; 389-399 ; 603-
614 ; 639-648 ; 952-959 ; 978-984 ; 1106-1134

Figure SI-2. Visualization of DNMT1 pLDDT score using the 
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adapted plugin obtained from the following URL: https://github.com/APAJanssen/Alphafold2import.

Figure SI-3. Details of USP7 AF (UniProt: AF-Q9009-F1, 1-1102) model highlighting in purple area 
the identified interacting region with DNMT1 (740-765) as previously reported (Xu et al., 2015). The 
extended region 656-791 represented in orange and purple was used to construct the complex model 
with identified DNMT1 interaction.
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Figure SI-4. Prediction of USP7(676-793) / DNMT1(1102-1137) complex using ColabFold.

A. Heat map representing Multiple Sequence Alignment (MSA) using MMseq. The sequence coverage 
is shown along the Y-axis indicating the number of sequences under study. The X-axis represents amino 
acid positions. The color gradient from blue to red signifies the identity score of each studied sequence, 
where blue represents the highest identity scores (1.0) and red indicates the lowest identity scores (0.0). 
Each color line represents one sequence from MSA. B. pLDDT scores for each position across a protein 
sequence, as determined by five predictive models (Rank 1 to 5). The Y-axis quantifies the predicted 
IDDT score, and the X-axis displays the sequence positions. The black line represents the limit between 
both protein sequences. 

A B

Figure SI-5. Prediction of USP7(676-793) / DNMT1(20-95; 349-1600) complex using ColabFold.

A. Heat map representing Multiple Sequence Alignment (MSA) using MMseq. The sequence coverage 
is shown along the Y-axis indicating the number of sequences under study. The X-axis represents amino 
acid positions. The color gradient from blue to red signifies the identity score of each studied sequence, 
where blue represents the highest identity scores (1.0) and red indicates the lowest identity scores (0.0). 
Each color line represents one sequence from MSA. B. pLDDT scores for each position across a protein 
sequence, as determined by five predictive models (Rank 1 to 5). The Y-axis quantifies the predicted 
IDDT score, and the X-axis displays the sequence positions. The black line represents the limit between 
both protein sequences. 

A B
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Figure SI-6. Details of UHRF1 AF (UniProt: AF-Q96T88-F1, 1-793) model highlighting in purple area 
the identified interacting region with DNMT1 (435-586) as previously reported (Achour et al., 2008). 
The extended region represented in cyan and purple was used to construct the complex model with 
identified DNMT1 interaction.

Figure SI-7. Prediction of UHRF1(426-586) / DNMT1(375-594) complex using ColabFold.

 A. Heat map representing Multiple Sequence Alignment (MSA) using MMseq. The sequence coverage 
is shown along the Y-axis indicating the number of sequences under study. The X-axis represents amino 
acid positions. The color gradient from blue to red signifies the identity score of each studied sequence, 
where blue represents the highest identity scores (1.0) and red indicates the lowest identity scores (0.0). 
Each color line represents one sequence from MSA. 
B. pLDDT scores for each position across a protein sequence, as determined by five predictive models 
(Rank 1 to 5). The Y-axis quantifies the predicted IDDT score, and the X-axis displays the sequence 
positions. The black line represents the limit between both protein sequences. 

A B 
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Figure SI-8. Details of Sp1 AF (UniProt, AF-P08047-F1,1-785) model highlighting in purple area the 
identified interacting region with DNMT1 (56-67) as previously reported (Estève et al., 2006). The 
extended region 54-70 represented in forest green and purple was used to construct the complex model 
with identified DNMT1 interaction.

Figure SI-9. Prediction of Sp1(54-70) / DNMT1(730-907) complex using ColabFold.

A. Heat map representing Multiple Sequence Alignment (MSA) using MMseq. The sequence coverage 
is shown along the Y-axis indicating the number of sequences under study. The X-axis represents amino 
acid positions. The color gradient from blue to red signifies the identity score of each studied sequence, 
where blue represents the highest identity scores (1.0) and red indicates the lowest identity scores (0.0). 
Each color line represents one sequence from MSA. 
B. pLDDT scores for each position across a protein sequence, as determined by five predictive models 
(Rank 1 to 5). The Y-axis quantifies the predicted IDDT score, and the X-axis displays the sequence 
positions. The black line represents the limit between both protein sequences. 

A B 
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Figure SI-10. Details of CFP1 AF (UniProt, AF-Q9P0U4-F1,1-656) model highlighting in purple area 
the identified interacting region with DNMT1 (163-213) as previously reported (Hashimoto et al., 
2010). The extended region 165-215 represented in salmon and purple was used to construct the 
complex model with identified DNMT1 interaction.

Figure SI-11. Prediction of CFP1(165-215) / DNMT1(349-1600) complex using ColabFold.

 A. Heat map representing Multiple Sequence Alignment (MSA) using MMseq. The sequence coverage 
is shown along the Y-axis indicating the number of sequences under study. The X-axis represents amino 
acid positions. The color gradient from blue to red signifies the identity score of each studied sequence, 
where blue represents the highest identity scores (1.0) and red indicates the lowest identity scores (0.0). 
Each color line represents one sequence from MSA. 
B. pLDDT scores for each position across a protein sequence, as determined by five predictive models 
(Rank 1 to 5). The Y-axis quantifies the predicted IDDT score, and the X-axis displays the sequence 
positions. The black line represents the limit between both protein sequences. 

A B
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Figure SI-12. Details of Stat3 AF (UniProt:AF-P40763-F1, 1-770) model highlighting in purple area 
a peptide enables to disrupt the interaction with DNMT1 (677-693) as previously reported (Cheray et 
al., 2014).

Figure SI-13. Prediction of Stat3 (498-770) / Stat3 (498-770) complex using ColabFold and relaxation 
mode for rank 1.

A. Heat map representing Multiple Sequence Alignment (MSA) using MMseq. The sequence coverage 
is shown along the Y-axis indicating the number of sequences under study. The X-axis represents amino 
acid positions. The color gradient from blue to red signifies the identity score of each studied sequence, 
where blue represents the highest identity scores (1.0) and red indicates the lowest identity scores (0.0). 
Each color line represents one sequence from MSA. 
B. pLDDT scores for each position across a protein sequence, as determined by five predictive models 
(Rank 1 to 5). The Y-axis quantifies the predicted IDDT score, and the X-axis displays the sequence 
positions. The black line represents the limit between both protein sequences. 

A B 
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Figure SI-14. Dimeric complex of Stat3, in chocolate, predicted by AF2.

A. The model highlighting in hot pink area a peptide enables to disrupt the interaction with DNMT1 
(677-693) as previously reported (Cheray et al., 2014). 
B. Focus on PPST2213 conformation. The stick representation highlights amino acids close to P678 and 
P689 likely to be involved in conformational changes due to K685 acetylation, essential for DNMT1 
interaction as previously reported (REF). The AF model was superimposed with X-Ray structure (PDB 
code: 1BG1) and presents a RMSD of 2,06 A.

A B

Figure SI-15. Prediction of Stat32(498-720) / DNMT1(349-1616) complex using ColabFold and 
relaxation mode for rank 1.

A. Heat map representing Multiple Sequence Alignment (MSA) using MMseq. The sequence coverage 
is shown along the Y-axis indicating the number of sequences under study. The X-axis represents amino 
acid positions. The color gradient from blue to red signifies the identity score of each studied sequence, 
where blue represents the highest identity scores (1.0) and red indicates the lowest identity scores (0.0). 
Each color line represents one sequence from MSA. 
B. pLDDT scores for each position across a protein sequence, as determined by five predictive models 
(Rank 1 to 5). The Y-axis quantifies the predicted IDDT score, and the X-axis displays the sequence 
positions. The black line represents the limit between both protein sequences. 

A B

11

PPST2213
PPST2213

P-678

K-685 I-677

K-679E-690

P-689

R-688

https://www.rcsb.org/structure/1BG1


Figure SI-16. Details of DMAP1 AF (UniProtKB: AF-Q9NPF5-F1, 1-467) model highlighting in 
purple area the identified interacting region with DNMT1 (212-272) as previously reported (Rountree 
et al., 2010). The extended region 140-290 represented in green and purple was used to construct the 
complex model with identified DNMT1 interaction.

Figure SI-17. Prediction of DNMT1(20-95) / DMAP1(140-290) complex using ColabFold.

A. Heat map representing Multiple Sequence Alignment (MSA) using MMseq. The sequence coverage 
is shown along the Y-axis indicating the number of sequences under study. The X-axis represents amino 
acid positions. The color gradient from blue to red signifies the identity score of each studied sequence, 
where blue represents the highest identity scores (1.0) and red indicates the lowest identity scores (0.0). 
Each color line represents one sequence from MSA. 
B. pLDDT scores for each position across a protein sequence, as determined by five predictive models 
(Rank 1 to 5). The Y-axis quantifies the predicted IDDT score, and the X-axis displays the sequence 
positions. The black line represents the limit between both protein sequences. 

A B
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 Figure SI-18. Computational identification of methylation specific site mediated by DNMT1/DMAP1.

II. Peptide characterisation 
PPUS2202 (-CONH2, USP7, 755-765, NH2-Ala1-

Leu2-Asp3-Glu4-Leu5-Met6-Asp7-Asp8-Gly9-Asp10-

Ile11-CONH2). PPUS2202 was synthetised using 

general method B and purified via method A (28 mg, 

23 %). HPLC: tR = 3.65 min, %X = 99 %; HPLC-MS 

(APCI): calcd for [C49H79N11O22S +H]+ m/z= 1205.51, 

found m/z= 1206.30,  calcd for [M+2H]2+ m/z= 

603.76, found m/z= 603.90, tR = 2.52 min. 
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PPUS2212 (-CONH2, USP7, 735-745, NH2-Tyr1-Glu2-Glu3-Val4-Lys(Alloc)5-Pro6-Asn7-Leu8-Thr9-

Glu10-Arg11-CONH2) PPUS2212 was synthetised using general method A and purified via method A 

(90 mg, 62 %). HPLC: tR = 3.53 min; %X = 99 %; HPLC-MS (APCI): calcd for [C64H101N17O22+H]+ 

m/z=1460.74, found m/z= 1461.10, calcd for [C64H101N17O22+2H]2+ m/z= 730.87, found m/z= 731.45, tR 

= 2.23 min.

PPUH2206 (-CONH2, UHRF1, 734-741, NH2-Pro1-Val2-Arg3-Val4-Val5-Arg6-Asn7-Val8-CONH2). 

PPUH2206 was synthetised using general method A and purified via method A (87 mg, 75 %). HPLC: 

tR = 2.99 min, %X = 75 %; HPLC-MS (APCI): calcd for [C41H76N16O9+H]+ m/z= 937.61, found m/z= 

937.50, calcd for [C41H76N16O9+2H]2+ m/z= 469.30, found m/z= 469.50, tR = 1.51 min.

PPSP2201 (-CONH2, Sp1, 56-67, NH2-Ser1-Gln2-Pro3-Ser4-Pro5-Ala6-Leu7-Leu8-Ala9-Ala10-Thr11-

CONH2). PPSP2201 was synthetised using general method A and purified via method A (90 mg, 77%). 

HPLC: tR = 3.95 min, %X = 99 %; HPLC-MS (APCI): calcd for [C52H90N14O16+H]+ m/z= 1167.67, 

found m/z= 1167.45, calcd for [C52H90N14O16+2H]2+ m/z= 584.34, found m/z= 584.55, tR = 2.69 min.

PPCF2209 (-CONH2, CFP1, 205-215, NH2-Leu1-Arg2-Gln3-Cys4-Gln5-Leu6-Arg7-Ala8-Arg9-Glu10-

Ser11-CONH2). PPCF2209 was synthetised using general method A and purified via method B (9 mg, 

10 %). HPLC tR = 2.99 min, %X = 95 %; HPLC-MS (APCI): calcd for [C54H99N23O16S+H]+ m/z= 

1358.94, found m/z= 1358.80, [C54H99N23O16S +2H]2+ m/z= 679.87, found m/z= 680.35, tR = 1.4 min.

PPCF2214 (-CONH2, CFP1, 195-205, NH2-Gly1-Pro2-Asn3-Lys4-Ile5-Arg6-Gn7-Lys8-Cys9-Arg10-

Leu11-CONH2). PPCF2214 was synthetised using general method A and purified via method A (18 mg, 

13 %). HPLC tR = 3.96 min, %X = 95 %; HPLC-MS (APCI): calcd for [C63H110N22O17S +2H]2+ m/z= 

740.41, found m/z= 740.95, calcd for [C63H110N22O17S +3H]3+ m/z= 493.94 found m/z= 494.30, tR = 2.42 

min.

PPSt2213 (-CONH2, Stat3, 677-693, NH2-Ile1-Pro2-Lys(Alloc)3-Glu4-Glu5-Ala6-Phe7-Gly8-Lys 

(Alloc)9-Tyr10-Cys11-Arg12-Pro13-Glu14-Ser15-Gln16-Glu17-CONH2). PPSP2213 was synthetised using 

general method A and purified via method A (28 mg, 10 %). HPLC-MS (APCI): calcd for 

[C96H144N24O32S+2H]2+ m/z= 1089.51, found m/z= 1090.25, calcd for [C96H144N24O32S+3H]3+ m/z= 

726.67, found m/z= 727.05, tR = 2.63 min; HPLC tR = 3.92 min, %X = 99 %.

PPDM2203 (-CONH2, DMAP1, 235-245, NH2-Asn1-Arg2-Thr3-Pro4-Glu5-Gln6-Val7-Ala8-Glu9-Glu10-

Glu11-CONH2). PPDM2203 was synthetised using general method A and purified via method A (53 

mg, 41 %). HPLC: tR = 2.96 min, %X = 95 %; HPLC-MS (APCI): calcd for [C52H84N16O23+H]+ m/z= 

1301.60, found m/z= 1301.80, calcd for [C52H84N16O23+2H]2+ m/z= 651.30, found m/z= 651.85, tR = 

1.69 min.
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PPDM2211 (-COOH, DMAP1, 235-245, NH2-Asn1-Arg2-Thr3-Pro4-Glu5-Gln6-Val7-Ala8-Glu9-Glu10-

Glu11-COOH). PPDM2211 was synthetised using general method B and purified via method A (17 mg, 

15 %). HPLC: tR = 2.99 min, %X = 99 %; HPLC-MS (APCI): calcd for [C52H85N17O22+H]+ m/z= 

1300.61, found m/z= 1301.25, calcd for  [C52H85N17O22+2H]2+ m/z= 650.81, found m/z= 651.40, tR = 

1.72 min.

PPDM2215 (-CONH2, DMAP1, 255-265, NH2-Glu1-Ala2-Arg3-Lys4-Lys5-Glu6-Arg7-Glu8-Lys9-Arg10-

Ser11-CONH2). PPDM2215 was synthetised using general method A and purified via method B (43 mg, 

26 %). HPLC: tR = 3.48 min, %X = 96 %; HPLC-MS (APCI): calcd for [C69H118N24O24+H]+ m/z= 

1168.88, found m/z= 1669.50,  calcd for [C69H119N24O24+2H]2+ m/z= 834.45, found m/z= 834.50, tR = 

1.93 min.
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III. Peptide Spectra

Figure SI-19. PPUS2202 peptide spectra

LC-MS analysis 

HPLC analysis 
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Figure SI-20. PPUS2212 peptide spectra

LC-MS analysis

HPLC analysis
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Figure SI-21. PPUH2206 peptide spectra

LCMS analysis

HPLC analysis
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Figure SI-22. PPSP2201 peptide spectra

LCMS analysis

HPLC analysis

19



Figure SI-23. PPCF2209 peptide spectra

LCMS analysis

HPLC analysis
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Figure SI-24. PPCF2214 peptide spectra

LCMS analysis

HPLC analysis
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Figure SI-25. PPSt2213 peptide spectra

LCMS analysis

HPLC analysis
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Figure SI-26. PPDM2203 peptide spectra

LCMS analysis

HPLC analysis

25



Figure SI-27. PPDM2211 peptide spectra

LCMS analysis

HPLC analysis

26



Figure SI-28. PPDM2215 peptide spectra

LCMS analysis

HPLC analysis
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IV. Biological Evaluation
ELISA experimental conditions
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ELISA quantification results for DNMT1-DMAP1 co-immunoprecipitation

29



ELISA quantification results for DNMT1-UHRF1 co-immunoprecipitation
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ELISA quantification results for DNMT1-DNMT1 co-immunoprecipitation
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