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Online Figure I. Full heat map of 52 EZH2-repressed genes across multiple tissues. 
 
Online Figure II. PRC2 cardiac loss of function models.  
*
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Online Table I. Antibodies used in this study. 

Online Table II. Primers used in this study. 

Online Table III. RNA-seq analysis of Ezh2fl/+::Nkx2-5Cre/+ (het) compared to 
Ezh2fl/fl::Nkx2-5Cre/+ (KO) E12.5 ventricle. 

Online Table IV. Ezh2 and H3K27me3 ChIP-seq analysis of E12.5 heart ventricle. 

Online Table V. Genes directly repressed by Ezh2 in E12.5 heart ventricle. 

Online Table VI. Transcriptional modules with genes over-represented among genes 
upregulated in Ezh2NK. 
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Antibody Application Source Cat No
EZH2 WB Cell Signaling #4905
EZH2 IF Active Motif 39103
EZH2 ChIP Millipore 17-662
SUZ12 WB Active Motif 39357
EED WB Reinberg lab Margueron et al., 2009
H3K27me3 ChIP, IF Millipore 17-622
phosphohistone H3 IF Millipore 06-570
TNNI3 IF Abcam ab56357

ISL1 IF
Developmental Studies 
Hybridoma Bank 39.4D5

Tnni3 IF Abcam Ab56357
Myl7 IF Santa Cruz Biotechnology sc-66967

Online Table I. Antibodies used in this study.



Online Table II. Oligonucleotides used in this study.

ChIP-qPCR primers
primer ID Forward Reverse ChIP use
Intergenic Control ATTTTGTGCTGCATAACCTCCT TAGCAACATCCTAAGCTGGACA Negative control
Actb  CGTATTAGGTCCATCTTGAGAGTACACAGTATT  GCCATTGAGGCGTGATCGTAGC Reference
Myh6-1 GAAGTGAGAAATGGGTGGAAAG CGTCTTGGTTTATCTTGGCTCT Gata4, Ezh2, H3K27me3
Myh6-2 ATGGGCAGATAGAGGAGAGACA CAGTTGTTCAACTCACCCTTCA Gata4, Ezh2, H3K27me3
Myh6-3 AGGAACACTCTCCCTGCTACC CCTTGGGGAGACACCATATTAC Gata4, Ezh2, H3K27me3
Myh6-4 ATATGTCACTGCCTGGTTCTCA AAGCTGACCCAATGTTCTCAGT Gata4, Ezh2, H3K27me3
Myh6-5 ATCTTGAGGCTCTACCACCAGT AAGGAGATGTGTGGAGAAGTCC Gata4, Ezh2, H3K27me3
Ink4b CGACGGGAGGCAGGTTTTgc CAATCTAGTGCCGAGGGATGTT Ezh2, H3K27me3
Ink4a GTCCGATCCTTTAGCGCTGTT AGCCCGGACTACAGAAGAGATG Ezh2, H3K27me3
Six1 CTCTCGTTCTTGTGCAGGTG TTTTACGCAAGAGCAAGTGG Ezh2, H3K27me3
Pax6 CTAATCTGCCGAGCTGAACC GCAGGCGCTAACTTTCCTTA Ezh2, H3K27me3
Isl1 ACTCAGCTCCATCGCCATT CCGGGGCTGAAATATGATAA Ezh2, H3K27me3
Hcn4 AGCGGCTCTACAGCCTTCC TCACCATCCTCTTCCTCGTC Ezh2, H3K27me3
Myl7 GGTGTGGCTGGTCTCTTGTT CCTCTGGGTGATAAGGCTGA Ezh2, H3K27me3
Tnnt2 TCAAGAGGGACAGCTGGTTT AACAAGTACCCCACGCCATA Ezh2, H3K27me3
Neurog1 TGGTCTCCTGAGTGATGTCG GCCGTACTTAAGGGGTCCTG Ezh2, H3K27me3

RT-qPCR primers
Gene Forward Reverse Species
Bmi1 TTTATGCAGCTCACCCGTC TTTCCGATCCAATCTGCTCTG mouse
Bmp10 ACAAATTCGCCACAGACCG GAGGGATAGACACATTGAAGAGG mouse
Hcn4 GATTATCCACCCCTACAGTGAC ACCACATTGAAGACGATCCAG mouse
Ink4a GTGTGCATGACGTGCGGG GCAGTTCGAATCTGCACCGTAG mouse
Ink4b CCCTGTGAACTGAAAATGCAGA TGTCGAGCTGGAGGTGACTTC mouse
Isl1 CAGCAACCCAACGACAAAAC GTCACTCAGTACTTTCCAGGG mouse
Mlc2a ATCAACTTCACCGTCTTCCTC ACTCTTCCTTGTTCACCACC mouse
Myh6 ACGGTGACCATAAAGGAGGA TGTCCTCGA TCTTGTCGAAC mouse
Myh7 GCCCTTTGACCTCAAGAAAG CTTCACAGTCACCGTCTTGC mouse
Neurog1 ATCCCCTTTTCTCCTTTCCTG CTTCAGCCAGTTCCCCATC mouse
Pax6 CCCTCACCAACACGTACAG TCATAACTCCGCCCATTCAC mouse
Serca2 CATCTGCTTGTCCATGTCACTT CGGTGTGATCTGGAAAATGAG mouse
Six1 TTAAGAACCGGAGGCAAAGAG CTTCTGAGCTGGACATGAGC mouse
Tbx2 CACAAACTGAAGCTGACCAAC GAAGACATAGGTGCGGAAGG mouse
Tbx3 AGCCAACGATATCCTGAAACTG GTGTCTCGAAAACCCTTTGC mouse
Nppa GGCCATATTGGAGCAAATCCTGTG CATGACCTCATCTTCTACCGGCAT mouse
Tnnt2 GTAGAGGACACCAAACCCAAG GAGTCTGTAGCTCATTCAGGTC mouse
Gapdh 4308313, Applied Biosystems

Ezh1 AATATGGGAGCAAAGGCTCTGTATGTG AATATGGGAGCAAAGGCTCTGTATGTGmouse
Ezh2 TTACTGCTGGCACCGTCTGATGTG TGTCTGCTTCATCCTGAGAAATAATCTCCmouse

ChIP-seq and RNA-seq library construction primers
PE adapter 1 5' phosphate-GATCGGAAGAGCACACGTCT

PE adapter 2 ACACTCTTTCCCTACACGACGCTCTTCCGATCT

Multiplexing PCR Primer 1.0 AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCT

Pr_index_1 (lowercase=index) CAAGCAGAAGACGGCATACGAGATcgtgatGTGACTGGAGTTCAGACGTGTGCTCTTCCGATCT

Pr_index_4  (lowercase=index) CAAGCAGAAGACGGCATACGAGATtggtcaGTGACTGGAGTTCAGACGTGTGCTCTTCCGATCT

Pr_index_6  (lowercase=index) CAAGCAGAAGACGGCATACGAGATattggcGTGACTGGAGTTCAGACGTGTGCTCTTCCGATCT
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Online Table VI. Transcriptional modules with genes over-represented among genes upregulated in Ezh2NK.

Module
Nominal P-
value

Corrected P-value 
(Holm) Module GO Module Regulators Overlap Upregulated only Module only Neither

ME1 2.67E-022 2.35E-020 neuron development Dlx5,Isl1,Pou3f3 220 746 1783 13980
ME12 1.41E-009 1.22E-007 cell adhesion Irx5,Osr1,Pitx2,Prrx1,Six1,Tbx2,Tbx3 49 917 284 15479
ME25 6.95E-009 5.98E-007 cell adhesion Irx5,Osr1,Prrx1,Six1,Tbx3 33 933 153 15610

The columns Overlap, Upregulated only, Module only, and Neither indicate, respectively, the number of genes in common between the upregulated genes and 
the module, the number of genes that are upregulated but not in the module, the number of genes that are in the module and not upregulated, and the number of 
genes that are not upregulated and not in the module.  Only genes in common to the RNA-seq data and the Affymetrix 430 2.0 platforms were used in the analysis. 


