Supplementary Figure 1. A whole-genome time-resolved maximum-likelihood phylogenetic tree showing genetic relatedness between SARS-CoV-2 isolates.  141 isolates obtained from patients at CHLA and 436 previously sequenced isolates of different geographical origins from GISAID that carried the likely identical, ancestral, or decedent haplotypes. CHLA isolates are highlighted in green. Other USA isolates are highlighted in orange. Isolates from other countries are shown in grey. Collection date for each sample is shown on the x-axis. 
Supplementary Figure 2. A time-resolved evolutionary rate estimation. A, 141 isolates obtained from patients at CHLA and 436 previously sequenced isolates of different geographical origins from GISAID were used for rate estimation. CHLA isolates are highlighted in green. Other USA isolates are highlighted in yellow. Isolates from other countries are shown in grey. Collection date for each sample is shown on the x-axis. B, Evolutionary rate estimation using 577 SARS-CoV-2 genomes from California without the D614G mutation. 
Supplementary Table 1. Metadata for SARS-CoV-2 genomes obtained from GISAID for phylogenetic and evolutionary rate inference
Supplementary Table 2. Epidemiologic Characteristics and Clinical Features of Children with COVID-19 
Supplementary Table 3. Position, variation, effect and isolate count for variations identified across the viral genome compared to the reference genome for 141 CHLA isolates. Relative abundance of identified variations amongst global SARS-CoV-2 isolates is also shown. 


