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Figure S1
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Figure S1: Transcriptomic characterization of Tet2 Mut and KO LSK and Lin- cells.

A, Integration of Tet2 cccupancy in AML cells vath gene exprassion data from Tef2 Mut and KO LSK
and Lin- celis across time points {Tet2 ChiP-seq data from Rasmussen et al., 2019). Percentages
of Tet2-bound DEGs across genomic regions and time points are shown.

B, Transcriptome-wide correlation analysis between Tet2 Mut and KO LSK and Lin- cells, Note that
gana exprassion is most divergent betweaen genotypes at 6 months in Lin cells {lowast i value).
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Figure S2
A Geromic distribution of Hyper-DMRs
" o) v
_— . T
LK W5 UTR
Wl KO : . uTR
= st Exon
- m_ =i
un Bl Omer reron
wwso N £ 555
Wl Owsts reorgenc
Pumnlm 1%)
B .
Number of Hyper-OMRSs at each genamic region.
Sample Promater Gane body Destal Downstream Total
LEK WM 1,061 1,069 1,192 4 A08
LBK WK 5t 179 LA 2 2887
- Wrhasahs BOO 1,520 100 1 1200
L= WIwWKO 058 1,790 1,204 2 2,790
c Hypo-OMRs in L8K ceils Hypo-OMRs in Lin- cols

Mut vs. WT Mist vs KO vs WT
. KO vs WT

Figure S2: WGBS of Tet2 Mut and KO LSK and Lin cells at 3 months of age
A, Genomic annotation of hyper-DMRs found in Tet2 Mut and KO LSK and Lin® cells.
B, Number of hyper-DMRs at the indicated genomic regions,
C.  Overlap of hypo-DMRs in Mut and KO LSK and Lin- celts,
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