
Supplementary Figure S1. IP with anti Trim24 
Whole cell protein extract was generated from ESCs and subjected to co-IP assay flowed 
by western blot analysis. Antibodies are indicated in figure. 
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Supplementary figure S2

(a) Detailed results of RT-qPCR in fig 3a

(b) Detailed results of ChIP in fig 3b
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Supplementary Figure S2. RT-qPCR and ChIP on ERVs
(a) ERV RNA expression was measured using RT-qPCR on ESCs expressing shRNA targeting 
either Trim24, Trim33 or Scrambled sequence as control. Ct values were normalized to UBC 
control gene and to WT ESC. Control PCR reactions lacking cDNA (no RT) were below 
detection in all cases. (N>3) (b) ChIP-based measurement of H3K9me3 with primers specific 
for different transposable elements, mainly ERVs. Positive control gene (Polrmt) gave the 
expected results. Graphs show the mean enrichment ± SEM from two independent 
experiments relative to the total input samples and normalized to the signal of negative 
control (Aprt). Statistical significance determined using the Holm-Sidak method, with alpha 
= 0.05. The results are summarized in Figure 3.



Supplementary figure S3
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Supplementary Figure S3. NIH3T3 control and copy number of MLV infection
(a) NIH3T3 cells infected by exogenous MLV containing a GFP reporter, either PBS-P or PBS-
Q. Percentage of cell expressing the GFP reporter was measured using a flow cytometer. 
This results were used to normalize GFP expression for the results described in Figure 4a. 
(b) Analysis of proviral DNA copy number in the indicated cell lines as determined by qPCR.
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Supplementary Figure S4. Bisulfite
analysis of proviral DNA
Bisulfite analysis was carried out on the
unique 40nt region of the MLV vector,
and the results of individual molecules
are shown for WT and KD ESC lines, and
differentiated NIH3T3 cells as control.
The map indicates
the relative position of the tested sites.
The results are summarized in Figure 4c.
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Table S1: Primer list:

applicationsequenceF/RTarget 

RT-qPCRCAGCCGTATATCTTCCCAGACTFUBC

RT-qPCRCTCAGAGGGATGCCAGTAATCTARUBC

RT-qPCRAACCAACTCCCGAGGAGTCCCAFOct4

RT-qPCRTCTTCTGCTTCAGCAGCTTGGCAROct4

RT-qPCRCTGCACCAGCTTGAGAGTCTTFTrim24

RT-qPCRAGCCACTTCCTGCTGTTGTTRTrim24

RT-qPCRCTGCACCAGCTTGAGAGTCTTFTrim28

RT-qPCRAGCCACTTCCTGCTGTTGTTRTrim28

RT-qPCRCAGGTGAAGGTCAAGCAGGAFTrim33

RT-qPCRAGGACTGCTCAACATACAGGCRTrim33

ChIPAGACACCTGCTGCCCTATGTFPolrmt

ChIPGCTCCATCCCAGTGCTTTACRPolrmt

ChIP/Copy numberGGGATATCTCGCCCCTCTTFAPRT

ChIP/Copy numberCACTCGCCTGCGATGTAGTRAPRT

ChIP/Copy numberATCCTGTAGGCCAGGTGATGFGapdh

ChIP/Copy numberAGGCTCAAGGGCTTTTAAGGRGapdh

ChIP/Copy numberCCTCCACACACCATCACTCAF40nt LTR

ChIP/Copy numberCCTGTTTGGCCCATATTCAGR40nt LTR

ChIP/Copy numberTGGCCAGCAACTTATCTGTGFPBS_MLV

ChIP/Copy numberCAGGCGCATAAAATCAGTCARPBS_MLV

ChIP/Copy numberAGCTGAAGGGCATCGACTTFGFP

ChIP/Copy numberGATGCCGTTCTTCTGCTTGTRGFP

ChIP/RT-qPCRCGTAAGGACCCTAGTGGCTGFMMERGLN

ChIP/RT-qPCRGCACTCACTCTTCTTCACTCTGRMMERGLN

ChIP/RT-qPCRGTAAAAACTCCACACTCGGCFMLV

ChIP/RT-qPCRACGATTCGGATGCAAACAGCRMLV

ChIP/RT-qPCRCATACTTCTGCCCCAGCTAAFRLTR4

ChIP/RT-qPCRCAGTAATCGGTGGTGAGGTCRRLTR4

ChIP/RT-qPCRTCAACAGGCCAGATGTATTGCFVL30int

ChIP/RT-qPCRACAAACTGGGAGGGGGAATRVL30int

ChIP/RT-qPCRAGATGTATTGCCAAACACAGGFVL30u3i

ChIP/RT-qPCRAGGGGGAATGGGGAGGGAARVL30u3i

ChIP/RT-qPCRGAACTCTTCCTCACCCCAGAFVL30u3ii

ChIP/RT-qPCRGAGGAGGAGTTCAGGAATGCRVL30u3ii

ChIP/RT-qPCRCTTTTCACCCCAAAACTCCTCFVL30u3iii

ChIP/RT-qPCRCATCACTAGGGAGTTCTGCCARVL30u3iii

ChIP/RT-qPCRCCTCAAAATGACATTGCCAAAFVL30u3iv

ChIP/RT-qPCRTTTCACAGGCTTATATAGTAAAACTCRVL30u3iv



applicationsequenceF/RTarget 

ChIP/RT-qPCRCGGGTCGCGGTAATAAAGGTFIAP 5UTR

ChIP/RT-qPCRACTCTCGTTCCCCAGCTGAARIAP 5UTR

ChIP/RT-qPCRCGTGAGAACGCGTCGAATAA FIAP1

ChIP/RT-qPCRTTCTGGTTCTGGAATGAGGGRIAP1

ChIP/RT-qPCRCTACCTGTGGACGTTGCCTTFIAP1-Mm_I

ChIP/RT-qPCRCATCCATCTGCCACACCTGTRIAP1-Mm_I

ChIP/RT-qPCRGTGCGGTCAGTCCTACGTAAFIAP5

ChIP/RT-qPCRCCCGGAGCAGAAGTGAAAGTRIAP5

ChIP/RT-qPCRCAGTGCGCAGACTCATTCATFIAPLTR1

ChIP/RT-qPCRCTCGGCTCCTTCAAAGACTGRIAPLTR1

ChIP/RT-qPCRGGCAAACCTCAGAAGGACAGFIAPLTR3

ChIP/RT-qPCRCACATCTCTGCCCCATAGGTRIAPLTR3

ChIP/RT-qPCRCAGCTGAAAGGCACAGACAAFIAPLTR4

ChIP/RT-qPCRAAATAGGATCCGGGCCATACRIAPLTR4

ChIP/RT-qPCRTGAGAGAGGAGCGATCCCAAFIAP-D

ChIP/RT-qPCRGACTGTCGGCTATGCTCTCCRIAP-D

ChIP/RT-qPCRTTGGTGGGCCACTCACTAATFIAPEYI

ChIP/RT-qPCRGTTTGAGCTCAGCCATGTCARIAPEYI

ChIP/RT-qPCRTGGTGTGGAAGATGCTGACCFIAPEy3

ChIP/RT-qPCRCCCATCTCTGTTCGCCCATTRIAPEy3

ChIP/RT-qPCRGCTCCTGAAGATGTAAGCAATAAAGFIAPEz

ChIP/RT-qPCRCTTCCTTGCGCCAGTCCCGAGRIAPEz

ChIP/RT-qPCRCAAATAGCCCTACCATATGTCAGFMMERVK10C

ChIP/RT-qPCRGTATACTTTCTTCTTCAGGTCCACRMMERVK10C

ChIP/RT-qPCRGTGCTAACCCAACGCTGGTTCFETn-MusD

ChIP/RT-qPCRCTCTGGCCTGAAACAACTCCTGRETn-MusD

ChIP/RT-qPCRTGCTTTTCCGACATGGTAATFRLTR45

ChIP/RT-qPCRAGTAACCCTGACCTGCTCCTRRLTR45

ChIP/RT-qPCRATCTCCTGGCACCTGGTATGFMERVL

ChIP/RT-qPCRAGAAGAAGGCATTTGCCAGARMERVL

ChIP/RT-qPCRGGCAGCCATACATACAGACCFMuLV

ChIP/RT-qPCRTGGTCTGCATAGAAACAGCARMuLV

ChIP/RT-qPCRGATTACCAGATGGCGAAAGGFLINE1

ChIP/RT-qPCRAGTGCTGCGTTCTGATGATGRLINE1

Bisulfite sequencingGTT ATT TTG TAA GGT ATG GAA AAAFbis40nt(88)

Bisulfite sequencingACA AAC ACA AAT AAA TTA CTA ACC ARbis40nt(727)

Bisulfite sequencingGAA ATG ATT TTG TGT TTT ATT TGA AFbis40nt(382)

Bisulfite sequencingAAA TTA CTA ACC AAC TTA CCT CCCRbis40nt(715) 

Table S1: Primer list (continued):


