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Supplemental Figure S2: Comparison of TIDE, ICE and DECODR outputs of large and compound indel sequences. (A) Sanger sequencing output
of GATA1 clone detailed in Figure 3B, containing a (-115, +1)bp indel in one allele and a +1bp indel in the other. (B) TIDE and ICE analysis outputs
for the GATA1 clone. (C) Complete DECODR output for the GATA1 clone, displaying indel histogram, deconvoluted sequences, and the base
insertion probability for the single A insertion on the +1bp allele.





