1329 patients with cancer-related cognitive impairment phenotypic data in the parent study by latent class: 
High attentional function (n=495); Moderate attentional function (n=368); Low attentional function (n=466)
Excluded patients in the Moderate class
n = 107
Supplementary Figure 1: Flow diagram of the number of patients available for the gene expression analyses that evaluated for perturbations between the High attentional function and Low attentional function latent classes.
 
Abbreviations: GE = gene expression; RNA-seq = ribonucleic acid sequencing
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