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The data discussed in this publication have been deposited in NCBI's Gene Expression Omnibus (Edgar et al., 2002) and are accessible through GEO Series accession
number GSE164459 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE164459)

The 3D7 reference transcriptome data can be accessed through GEO accession number GSE150484 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?
acc=GSE150484).

No sample-size calculation was performed. We chose 295 non-isogenic parasites and 100 isogenic parasites for RNA sequencing as our data
shows that a minimum of 100 cells is a close representation of the bulk parasite population (Spearman Correlation of ~ 0.7 to 0.8 to bulk
parasite transcriptome - data not shown). Hence we chose a minimum of 100 cells (for example in isogenic cohort) for studying stochastic
gene expression and draw conclusions representing the population.

We filtered out transcriptomes having a significantly lower (3 time mad lower than median) mapping rate or total read counts; also samples
were discarded if they presented <75% of the 269 highly appeared genes which were detected in 95% of PfRNA dilution samples.

Each 1-cell represents an independent biological sample from within a population for the RNA sequencing, qPCR and RNA-FISH experiments.
Ten replicates of PfRNA dilutions were included with each batch of sequencing to measure technical noise within the dataset. Two biological
replicates of non-isogenic schizonts and one biological replicate of isogenic schizonts were sequenced independently. For qPCR and RNA-FISH,
multiple single schizonts from one biological replicate were studied. For comparison of MALBAC and SMARTseq2, 1-cell and 10-cell triplicates
and thirty PfRNA dilutions were used to calculate correlation coefficients, mean, standard deviation and probability of detection (Figure 1 and
Supplementary Figure 1). Each attempt of replication of PfRNA dilutions, 1-cells and 10-cells was successful for both MALBAC and SMARTseq2.

Randomization is not relevant to this study as there are no subject or treatment groups involved. All non-isogenic cell samples belonged to a
single cohort and were not allocated to multiple groups. During FACS sorting, cells are collected randomly from the pool of parasites, hence
no randomization is needed.

Blinding is not relevant to this study as there are no study participants/groups involved and no null hypothesis was tested. This is a exploratory
RNAseq study.




