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Supplementary Figure S1. The analysis workflow for RNA sequencing data.
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Supplementary Figure S2. Detailed development process among enriched GO terms of

DEGs affected by demethylation.

(@) Development  associated GO  terms  enrichment of DEGs  between

OSKM+shDnmt3a-iPSC and OSKM-iPSC.

(b) Development associated GO terms enrichment of DEGs between OSKM+miR-29b-iPSC

and OSKM-iPSC.
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Supplementary Figure S3. Analysis for the methylation status of 238 stem cells

associated genes with by voiplot.

(@) A vioplot of the distribution of CpG methylation upstream and within the gene body for
238 stem cells associated genes affected by shDnmt3a.

(b) A vioplot of the distribution of CpG methylation upstream and within the gene body for
238 stem cells associated genes affected by miR-29b. WT, wild-type ES cells; Dnmt3aKO,
knockout of Dnmt3a; Dnmt3bKO, knockout of Dnmt3b; DnmtDKO, knockout of

Dnmt3a/3b.
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Supplementary Table S1. The summary of RNA-seq mapping results before and after

trimming.
Items iPSCs
ES OSKM OSKM+miR-29b | OSKM+shDnmt3a
Raw data NO. of paired reads 29600950 | 33203284 | 33547683 31659928
Length 100 100 100 100
GC% 53 52 51/52 53
Tophat Unique mapped reads 10644037 | 12993441 | 13870191 11554076
Mapped in pairs 2630890 | 3323642 | 3715850 2986708
After NO. of paired reads 16485482 | 18893004 | 19565387 17101260
trimming Length 30-100 30-100 30-100 30-100
GC% 50 49 49 50
No. of single reads 6429415 | 7081491 | 7067005 6739169
Length 30-100 30-100 30-100 30-100
GC% 51 51 50 51
Total NO. of reads 39400379 | 44867499 | 46197779 40941689
Usable % 66.55% 67.56% 68.85% 64.66%
Tophat Unique mapped reads 27048541 | 32035451 | 33400756 29026534
Mapped in pairs 8863714 | 10427406 | 11573606 10181962
Ratio of Unique mapped | 2.54 2.47 241 2.51
reads
Ratio of mapped in pairs | 3.37 3.14 3.11 341




