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Chr Start End Ref Func. Gene. ExonicFunc. |AAChange.refGene VAF
refGene refGene refGene
17BC-D.1 (minor)
chr13 92355309| 92355330 TGGCAAGAACGGAGACCTACCC exonic Dhfr fs deletion |Dhfr:NM_010049:exon1:c.51_72del:p.lle17fs 0.5 TTGGCAAGAACGGAGACCTACCC
chr13 92355328 92355332 |CCCTG exonic Dhfr fs deletion [Dhfr:NM_010049:exon1:c.70_74del:p.Pro24fs 0.5 IACCCTG
17BC-D.1 (dominant)
chr13 92355309| 92355330| TGGCAAGAACGGAGACCTACCC exonic Dhfr fs deletion |Dhfr:NM_010049:exon1:c.51_72del:p.lle17fs 0.5 TTGGCAAGAACGGAGACCTACCC
chrl3 92355328| 92355332 CCCTG exonic Dhfr fs deletion |Dhfr:NM_010049:exon1:c.70_74del:p.Pro24fs 0.5 ACCCTG
33BC-D.2 (minor)
chr13 92355311 92355338 GCAAGAACGGAGACCTACCCTGGCCTCC [exonic Dhfr fs deletion [Dhfr:NM_010049:exon1:c.53_80del:p.Gly18fs 1 GGCAAGAACGGAGACCTACCCTGGCCTCC
33BC-D.2 (dominant)
chr13 92355311 92355338 GCAAGAACGGAGACCTACCCTGGCCTCC [exonic Dhfr fs deletion [Dhfr:NM_010049:exon1:c.53_80del:p.Gly18fs 1 IGGCAAGAACGGAGACCTACCCTGGCCTCC

Figure S5: Identity check of paired samples from competitive growth experiments. (a-b) Sequencing analysis of
minor and dominant clones (a) 17BC-D.1 and (b) 33BC-D.2, respectively. Paired minor and dominant samples contained the
same barcode sequence as well as identical 3’LTR-genome boundaries. (c) Exome sequencing verified identical mutations in
the DHFR loci for paired minor and dominant 17BC-D.1 and 33BC-D.2 clones, respectively. VAF, variant allele frequency.



