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Figure S1: GeTMM values correlate within and between techniques A-B) Scatter plots with correlation 
values for all pairwise replicates within SMARTseq (A) and SoLo (B) samples. C-D) Scatter plots showing averaged 
log10 GeTMM values for SoLo and SMARTseq samples using all genes (C), and just protein coding genes (D), red 
lines indicate 5 GeTMM.
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