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Figure S1. Distinct expression of each mutation DNMT3A allele. Related to Figure 1. RNA-
sequencing data was mapped to the DNMT3A locus, and the two mutations found in the CH data from 
bulk DNA, Trp698Ter and Phe732Ser, were intersected with the variants found in the RNA-seq data. 
Integrated Genome Viewer (IGV) plots show the chromosomal location (top), the amino acids for each 
codon (purple), and the coverage for each strand of the RNA-seq libraries (top row, depth=86X, bottom 
row, depth=46x) on this locus. Variants such as Trp698Ter (orange, left on the bottom track) and 
Phe732Ser (red, right on the top track) are colored within the grey, wild-type alleles that were mapped 
from the paired-end 150nt reads. 
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Figure S2. Alternate alleles from the Twist Panel. Related to Figure 2. Other non-reference alleles 
were usually stable or transient, whereas the robust CH mutations (Figure 1) persisted and were detected 
at all time points. Variant allele fraction (VAF) is shown from highest (red) to lowest (blue). Cells are 
sorted CD4+ fractions and sequenced with the Twist capture panel. 


